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NOVEL NUCLEIC ACIDS AND POLYPEPTIDES 



1. TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by such 
5 polynucleotides, along with uses for these polynucleotides and proteins, for example in 
therapeutic, diagnostic and research methods. 

2. BACKGROUND 

Technology aimed at the discovery of protein factors (including e.g., cytokines, such as 

1 0 lymphokines, interferons, CSFs, chemokines, and interleukins) has matured rapidly over the past 
decade. The now routine hybridization cloning and expression cloning techniques clone novel 
polynucleotides "directly" in the sense that they rely on information directly related to the 
discovered protein (i.e., partial DNA/amino acid sequence of the 'protein in the case of 
hybridization cloning; activity of the protein in the case of expression cloning). More recent 

15 "indirect" cloning techniques such as signal sequence cloning, which isolates DNA sequences 
based on the presence of a now well-recognized secretory leader sequence motif, as well as 
various PCR-based or low stringency hybridization-based cloning techniques, have advanced the 
state of the art by making available large numbers of DNA/amino acid sequences for proteins 
that are known to have biological activity, for example, by virtue of their secreted nature in the 

20 case of leader sequence cloning, by virtue of their cell or tissue source in the case of PCR-based 
techniques, or by virtue of structural similarity to other genes of known biological activity. 

Identified polynucleotide and polypeptide sequences have numerous applications in, for 
example, diagnostics, forensics, gene mapping; identification of mutations responsible for 
genetic disorders or other traits, to assess biodiversity, and to produce many other types of data 

25 and products dependent on DNA and amino acid sequences. 

3. SUMMARY OF THE INVENTION 

The compositions of the present invention include novel isolated polypeptides, novel 
isolated polynucleotides encoding such polypeptides, including recombinant DNA molecules, 
3 0 cloned genes or degenerate variants thereof, especially naturally occurring variants such as allelic 
variants, antisense polynucleotide molecules, and antibodies that specifically recognize one or more 
epitopes present on such polypeptides, as well as hybridomas producing such antibodies. 

The compositions of the present invention additionally include vectors, including expression 
vectors, containing the polynucleotides of the invention, cells genetically engineered to contain such 
3 5 polynucleotides and cells genetically engineered to express such polynucleotides. 

1. 
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The present invention relates to a collection or library of at least one novel nucleic acid 
sequence assembled from expressed sequence tags (ESTs) isolated mainly by sequencing by 
hybridization (SBH), and in some cases, sequences obtained from one or more public databases. 
The invention relates also to the proteins encoded by such polynucleotides, along with therapeutic, 
5 diagnostic and research utilities for these polynucleotides and proteins. These nucleic acid 
sequences are designated as SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954. Hie 
polypeptides sequences are designated SEQ ID NO: 985-1 968, 2953-393 6, 3943-3948 or 3955- 
3960. The nucleic acids and polypeptides are provided in the ^Sequence Listing. In thenucleic acids 
provided in the Sequence Listing, A is adenosine; C is cytosine; G is guanine; T is thymine; and N 
10 is any of the four bases. In the amino acids provided in the Sequence Listing, * corresponds to the 
stop codon. 

The nucleic acid sequences of the present invention also include, nucleic acid sequences that 
hybridize to the complement of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954 under 
stringent hybridization conditions; nucleic acid sequences which are allelic variants or species 

1 5 homologues of any of the nucleic acid sequences recited above, or nucleic acid sequences that 
encode a peptide comprising a specific domain or truncation of the peptides encoded by SEQ ID 
NO: 1-984, 1969-29.52, 3937-3942 or 3949-3954. A polynucleotide comprising a nucleotide 
sequence having at least 90% identity to an identifying sequence of SEQ ID NO: 1 -984, 1 969-2952, 
3937-3942 or 3949-3954 or a degenerate variant or fragment thereof. The identifying sequence can 

20 be 100 base pairs in length. 

The nucleic acid sequences of the present invention also include the sequence information 
fromthenucleicacidsequencesofSEQIDNO:l-984, 1969-2952, 3937-3942 or 3949-3954. The 
sequence information can be a segment of any one of SEQ ID NO: 1-984, 1969-2952, 3937-3942or 
3949-3954 that uniquely identifies or represents the sequence information of SEQ ID NO: 1-984, 

25 1969-2952, 3937-3942 or 3949-3954. 

A collection as used in this application can be a collection of only one polynucleotide. The 
collection of sequence information or identifying information of each sequence can be provided on 
a nucleic acid array. In one embodiment, segments of sequence information is provided on a 
nucleic acid array to detect the polynucleotide that contains the segment. The array can be designed 

30 to detect full-match or mismatch to the polynucleotide that contains the segment The collection 
can also be provided in a computer-readablefoimat 

This invention also includes the reverse or direct complement of any of the nucleic acid 
sequencesrecited above; cloning or expression vectors containing the nucleic acid sequences; and 
host cells or organisms transformed with these expression vectors. Nucleic acid sequences (or their 

3 5 reverse or direct complements) according to the invention have numerous applications in a variety 
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of techniques known to those skilled in the art of molecular biology, such as use as hybridization 
probes, use as primers for PCR, use in an array, use in computer-readablemedia, use in sequencing 
fall-length genes, use for chromosome and gene mapping, use in the recombinant production of 
protein, and use in the generation of anti-sense DNA or RNA, their chemical analogs and the like. 
5 In a preferred embodiment, the nucleic acid sequences of SEQ ID NO: 1 -984, 1 969-2952, 

3937-3942 or 3949-3954 or novel segments or parts of the nucleic acids of the invention are used as 
primers in expression assays that are well known in the art In a particularly preferred embodiment, 
the nucleic acid sequences of SEQ ID NO: 1 -984, 1 969-2952, 3937-3942 or 3949-3954 or novel 
segments or parts of the nucleic acids provided herein are used in diagnostics for identifying 

1 0 expressed genes or, as well known in the art and exemplified by Vollrath et al, Science 258:52-59 
(1 992), as expressed sequence tags for physical mapping of the human genome. 

The isolated polynucleotides of the invention include, but are not limited to, a 
polynucleotide comprising any one of the nucleotide sequences set forth in SEQ ID NO: 1 -984, 
1969-2952, 3937-3942 or 3949-3954 ; a polynucleotide comprising any of the foil length protein 

15 coding sequences of SEQ ID NO:l-984, 1969-2952, 3937-3942 or 3949-3954; and a polynucleotide 
comprising any of the nucleotide sequences of the mature protein coding sequences of SEQ ID 
NO:l-984, 1969-2952,3937-3942 or 3949-3954. The polynucleotides of the present invention also 
include, but are not limited to, a polynucleotide that hybridizes under stringent hybridization 
conditions to (a) the complement of any one of the nucleotide sequences set forth in SEQ ID NO: 1- 

20 984, 1969-2952,3937-3942 or 3949-3954; (b) a nucleotide sequence encoding any one ofthe 
amino acid sequences set forth in the Sequence Listing; (c) a polynucleotide which is an allelic 
variant of any polynucleotides recited above; (d) a polynucleotide which encodes a species homolog 
(e.g. orfhologs) of any of the proteins recited above; or (e) a polynucleotide that encodes a 
polypeptide comprising a specific domain or truncation of any of the polypeptides comprising an 

25 amino acid sequence set forth in the Sequence Listing. 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 
comprising any of the amino acid sequences set forth in SEQ ID NO: 985-1968, 2953-3936, 3943- 
3948 or 3955-3960; or the corresponding full length or mature protein. Polypeptides of the 
invention also include polypeptides with biological activity that are encoded by (a) any ofthe 

30 polynucleotideshaving a nucleotide sequence set forth in SEQ ID NO: 1-984, 1969-2952, 3937- 
3942 or 3949-3954; or (b) polynucleotides that hybridize to the complement of the polynucleotides 
of (a) under stringent hybridization conditions. Biologically or immunologically active variants of 
any ofthe polypeptide sequences in the Sequence Listing, and "substantial equivalents" thereof 
(e.g., with at least about 65%, 70%, 75%, 80%, 85%, 90%, 95%, 98% or 99% amino acid sequence 

35 identity) that preferably retain biological activity are also contemplated. The polypeptides ofthe 
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inventionmay be wholly or partially chemically synthesized but are preferably produced by 
recombinant means using the genetically engineered cells (e.g. host cells) of the invention. 

The invention also provides compositions comprising a polypeptide of the invention. 
Polypeptide compositions of the invention may further comprise an acceptable carrier, such as a 
5 hydrophilic, e.g., pharmaceutical^ acceptable, carrier. 

The invention also provides host cells transformed or transfected with a polynucleotide of 
the invention. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising growing a culture of the host cells of the invention in a suitable culture medium 

1 0 under conditions permitting expression of the desired polypeptide, and purifying the polypeptide 
from the culture or from the host cells. Preferred embodiments include those in which the 
protein produced by such process is a mature form of the protein. 

Polynucleotides according to the invention have numerous applications in a variety of 
techniques known to those skilled in the art of molecular biology. These techniques include use 

15 as hybridization probes, use as oligomers, or primers, for PGR, use for chromosome and gene 
mapping, use in the recombinant production of protein, and use in generation of anti-sense DNA 
or RNA, their chemical analogs and the like. For example, when the expression of an mRNA is 
largely restricted to a particular cell or tissue type, polynucleotides of the invention can be used 
as hybridization probes to detect the presence of the particular cell or tissue mRNA in a sample 

20 using, e.g., in situ hybridization. 

In other exemplary embodiments, the polynucleotides are used in diagnostics as 
expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed sequence tags for physical 
mapping of the human genome. 

25 The polypeptides according to the invention can be used in a variety of conventional 

procedures and methods that are currently applied to other proteins. For example, a polypeptide 
of the invention can be used to generate an antibody that specifically binds the polypeptide. Such 
antibodies, particularly monoclonal antibodies, are useful for detecting or quantitating the 
polypeptide in tissue. The polypeptides of the invention can also be used as molecular weight 

30 markers, and as a food supplement 

Methods are also provided for preventing, treating, or ameliorating a medical condition 
which comprises the step of administering to a mammalian subject a therapeutically effective 
amount of a composition comprising a polypeptide of the present invention and a 
pharmaceutically acceptable carrier. 
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In particular, the polypeptides and polynucleotides of the invention can be utilized, for 
example, in methods for the prevention and/or treatment of disorders involving aberrant protein 
expression or biological activity. 

The present invention further relates to methods for detecting the presence of the 
5 polynucleotides or polypeptides of the invention in a sample. Such methods can, for example, be 
utilized as part of prognostic and diagnostic evaluation of disorders as recited herein and for the 
identification of subjects exhibiting a predisposition to such conditions. The invention provides 
a method for detecting the polynucleotides of the invention in a sample, comprising contacting 
the sample with a compound that binds to and forms a complex with the polynucleotide of 

10 interest for a period sufficient to form the complex and under conditions sufficient to form a 
complex and detecting the complex such that if a complex is detected, the polynucleotide of 
interest is detected. The invention also provides a method for detecting the polypeptides of the 
invention in a sample comprising contacting the sample with a compound that binds to and forms 
a complex with the polypeptide under conditions and for a period sufficient to form the complex 

1 5 and detecting the formation of the complex such that if a complex is formed, the polypeptide is 
detected. 

The invention also provides kits comprising polynucleotide probes and/or monoclonal 
antibodies, and optionally quantitative standards, for carrying out methods of the invention. 
Furthermore, the invention provides methods for evaluating the efficacy of drugs, and 
20 monitoring the progress of patients, involved in clinical trials for the treatment of disorders as 
recited above. 

The invention also provides methods for the identification of compounds that modulate 
(i.e., increase or decrease) the expression or activity of the polynucleotides and/or polypeptides 
of the invention. Such methods can be utilized, for example, for the identification of compounds 

25 that can ameliorate symptoms of disorders as recited herein. Such methods can include, but are 
not limited to, assays for identifying compounds and other substances that interact with (e.g., 
bind to) the polypeptides of the invention. The invention provides a method for identifying a 
compound that binds to the polypeptides of the invention comprising contacting the compound 
with a polypeptide of the invention in a cell for a time sufficient to form a polypeptide/compound 

30 complex, wherein the complex drives expression of a reporter gene sequence in the cell; and 
detecting the complex by detecting the reporter gene sequence expression such that if expression 
of the reporter gene is detected the compound the binds to a polypeptide of the invention is 
identified. 

The methods of the invention also provides methods for treatment which involve the 
35 administration of the polynucleotides or polypeptides of the invention to individuals exhibiting 



5 



WO 01/57190 PCT/US01/04098 

symptoms or tendencies. In addition, the invention encompasses methods for treating diseases or 
disorders as recited herein comprising administering compounds and other substances that 
modulate the overall activity of the target gene products. Compounds and other substances can 
effect such modulation either on the level of target gene/protein expression or target protein 
5 activity. 

The polypeptides of the present invention and the polynucleotides encoding them are also 
useful for the same functions known to one of skill in the art as the polypeptides and 
polynucleotides to which they have homology (set forth in Tables 2 and 9); for which they have 
a signature region (as set forth in Tables 3 and 10); or for which they have homology to a gene 
1 0 family (as set forth in Tables 4 and 11). If no homology is set forth for a sequence, then the 

polypeptides and polynucleotides of the present invention are useful for a variety of applications, 
as described herein, including use in arrays for detection. 

4. DETAILED DESCRIPTION OF THE INVENTION 

15 

4,1 DEFINITIONS 

It must be noted that as used herein and in the appended claims, the singular forms "a", 
"an" and "the" include plural references unless the context clearly dictates otherwise. 

The term "active" refers to those forms of the polypeptide which retain the biologic 
20 and/or immunologic activities of any naturally occurring polypeptide. According to the 

invention, the terms tc biologically active" or "biological activity" refer to a protein or peptide 
having structural, regulatory or biochemical functions of a naturally occurring molecule. 
Likewise "immunologically active" or "immunological activity" refers to the capability of the ' 
natural, recombinant or synthetic polypeptide to induce a specific immune response in 
25 appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are engaged in 
extracellular or intracellular membrane trafficking, including the export of secretory or 
enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity" refer to the natural binding of 
30 polynucleotides by base pairing. For example, the sequence 5'-AGT-3* binds to the 

complementary sequence 3'-TCA-5\ Complementarity between two single-stranded molecules 
may be "partial" such that only some of the nucleic acids bind or it may be "complete" such that 
total complementarity exists between the single stranded molecules. The degree of 
complementarity between the nucleic acid strands has significant effects on the efficiency and 
35 strength of the hybridization between the nucleic acid strands. 
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The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 
differentiated cell types in an embryo or an adult, including the germ cells. The term "germ line 
stem cells (GSCs)" refers to stem cells derived from primordial stem cells that provide a steady 
and continuous source of germ cells for the production of gametes. The term "primordial geim 
5 cells (PGCs)" refers to a small population of cells set aside from other cell lineages particularly 
from the yolk sac, mesenteries, or gonadal ridges during emhryogenesis that have the potential to 
differentiate into germ cells and other cells. PGCs are the source from which GSCs and ES cells 
are derived The PGCs, the GSCs and the ES cells are capable of self-renewal. Urns these cells 
not only populate the germ line and give rise to a plurality of terminally differentiated cells that 

1 0 comprise the adult specialized organs, but are able to regenerate themselves. 

The term "expression modulating fragment," EMF, means a series of nucleotides which 
modulates the expression of an operably linked ORF or another EMF. 

As used herein, a sequence is said to "modulate the expression of an operably linked 
sequence" when the expression of the sequence is altered by the presence of the EMF. EMFs 

1 5 include, but are not limited to, promoters, and promoter modulating sequences (inducible 
elements). One class of EMFs are nucleic acid fragments which induce the expression of an 
operably linked ORF in response to a specific regulatory factor or physiological event 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 
"oligonculeotide" are used interchangeably and refer to a heteropolymer of nucleotides or the 

20 sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic or synthetic 
origin which may be single-stranded or double-stranded and may represent the sense or the 
antisense strand, to peptide nucleic acid (FNA) or to any DNA-like or RNA-like material. In the 
sequences herein A is adenine, C is cytosine, T is thymine, G is guanine and N is A, C, G or T 
(U). It is contemplated that where the polynucleotide is RNA, the T (thymine) in the sequences 

25 provided herein is substituted with U (uracil). Generally, nucleic acid segments provided by this 
invention may be assembled from fragments of the genome and short oligonucleotide linkers, or 
from a series of oligonucleotides, or from individual nucleotides, to provide a synthetic nucleic 
acid which is capable of being expressed in a recombinant transcriptional unit comprising 
regulatory elements derived from a microbial or viral operon, or a eukaryotic gene. 

30 The terms "oligonucleotide fragment" or a "polynucleotide fragment", "portion," or 

"segment" or "probe" or "primer" are used interchangeably and refer to a sequence of nucleotide 
residues which are at least about 5 nucleotides, more preferably at least about 7 nucleotides, 
more preferably at least about 9 nucleotides, more preferably at least about 1 1 nucleotides and 
most preferably at least about 17 nucleotides. The fragment is preferably less than about 500 

35 nucleotides, preferably less than about 200 nucleotides, more preferably less than about 100 
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nucleotides, more preferably less than about 50 nucleotides and most preferably less than 30. 
nucleotides. Preferably the probe is from about 6 nucleotides to about 200 nucleotides, 
preferably from about 1 5 to about 50 nucleotides, more preferably from about 1 7 to 30 
nucleotides and most preferably from about 20 to 25 nucleotides. Preferably the fragments can 
5 be used in polymerase chain reaction (PCR), various hybridization procedures or microarray 
procedures to identify or amplify identical or related parts ofmRNA or DNA molecules. A 
fragment or segment may uniquely identify each polynucleotide sequence of the present 
invention. Preferably the fragment comprises a sequence substantially similar to any one of SEQ 
IDNOs:l-20. 

10 Probes may, for example, be used to determine whether specific mRNA molecules are 

present in a cell or tissue or to isolate similar nucleic acid sequences from chromosomal DNA as 
described by Walsh et al. (Walsh, P.S. et al., 1992, PCR Methods Appl 1 :241-250). They may 
be labeled by nick translation, Klenow fill-in reaction, PCR, or other methods well known in the 
art. Probes of the present invention, their preparation and/or labeling are elaborated in 

15 Sambrook, let al., 1989, Molecular Cloning: A Laboratory Manual, Cold' Spring Harbor 
Laboratory, NY; or Ausubel, F.M. et al., 1 989, Current Protocols in Molecular Biology, John 
Wiley & Sons, New York NY, both of which are incorporated herein by reference in their 
entirety. 

The nucleic acid sequences of the present invention also include the sequence 

20 information from the nucleic acid sequences of SEQ ED NO: 1-984, 1 969-2952, 3937-3942 or 
3949-3954. The sequence information can be a segment of any one of SEQ ID NO: 1-1 -984, 
1969-2952, 3937-3942 or 3949-3954 that uniquely identifies or represents the sequence 
information of that sequence of SEQ ID NO:l-984, 1969-2952, 3937-3942 or 3949-3954. One 
such segment can be a twenty-mer nucleic acid sequence because the probability that a twenty- 

25 mer is fully matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, there are 
300 times more twenty-mers than there are base pairs in a set of human chromosomes. Using the 
same analysis, the probability for a seventeen-mer to be fully matched in the human genome is 
approximately 1 in 5. When these segments are used in arrays for expression studies, fifteen- 

30 mer segments can be used. The probability that the fifteen-mer is fully matched in the expressed 
sequences is also approximately one in five because expressed sequences comprise less than 
approximately 5% of the entire genome sequence. 

Similarly, when using sequence information for detecting a single mismatch, a segment can 
be a twenty-five mer. The probability that the twenty-fivemer would appear in a human genome 

35 with a single mismatch is calculated by multiplying the probability for a full match (1*4 25 ) times the 
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increased probability for mismatch at each nucleotide position (3 x 25). The probability that an 
eighteen mer with a single mismatch can be detected in an array for expression studies is 
approximately one in five. The probability that a twenty-mer with a single mismatch can be 
detected in a human genome is approximately one in five. 
5 The term "open reading frame," ORF, means a series of nucleotide triplets coding for 

amino acids without any termination codons and is a sequence translatable into protein. 

The terms "operably linked" or "operably associated" refer to functionally related nucleic 
acid sequences. For example, a promoter is operably associated or operably linked with a coding 
sequence if the promoter controls the transcription of the coding sequence. While operably 

1 0 linked nucleic acid sequences can be contiguous and in the same reading frame, certain genetic 
elements e.g. repressor genes are not contiguously linked to the coding sequence but still control 
transcription/translation of the coding sequence. 

The term "pluripotent" refers to the capability of a cell to differentiate into a number of 
differentiated cell types that are present in an adult organism. A pluripotent cell is restricted in its 

15 differentiation capability in comparison to a totipotent cell. 

The terms polypeptide" or "peptide" or "amino acid sequence" refer to an oligopeptide, 
peptide, polypeptide or protein sequence or fragment thereof and to naturally occurring or 
synthetic molecules. A polypeptide "fragment," "portion," or "segment" is a stretch of amino 
acid residues of at least about 5 amino acids, preferably at least about 7 amino acids, more 

20 preferably at least about 9 amino acids and most preferably at least about 1 7 or more amino 
acids. The peptide preferably is not greater than about 500 amino acids, more preferably less 
than 200 amino acids more preferably less than 150 amino acids and most preferably less than 
100 amino acids. Preferably the peptide is from about 5 to about 200 amino acids. To be active, 
any polypeptide must have sufficient length to display biological and/or immunological activity. 

25 The term "naturally occurring polypeptide" refers to polypeptides produced by cells that 

have not been genetically engineered and specifically contemplates various polypeptides arising 
from post-translational modifications of the polypeptide including, but not limited to, acetylation, 
carboxylation, glycosylation, phosphorylation, lipidation and acylation. 

The term "translated protein coding portion" means a sequence which encodes for the full 

30 length protein which may include any leader sequence or any processing sequence. 

The term "mature protein coding sequence" means a sequence which encodes a peptide 
or protein without a signal or leader sequence. The "mature protein portion" means that portion 
of the protein which does not include a signal or leader sequence. The peptide may have been 
produced by processing in the cell which removes any leader/signal sequence. The mature 

3 5 protein portion may or may not include the initial methionine residue. The methionine residue 



9 



WO 01/57190 PCT/US01/04098 

may be removed from the protein during processing in the cell. The peptide may be produced 
synthetically or the protein may have been produced using a polynucleotide only encoding for 
the mature protein coding sequence. 

The term "derivative" refers to polypeptides chemically modified by such techniques as 
5 ubiquitination, labeling (e.g., with radionuclides or various enzymes), covalent polymer 
attachment such as pegylation (derivatization with polyethylene glycol) and insertion or 
substitution by chemical synthesis of amino acids such as ornithine, which do not normally occur 
in human proteins. 

The term "variant"(or "analog 9 *) refers to any polypeptide differing from naturally 

10 occurring polypeptides by amino acid insertions, deletions, and substitutions, created using, e g. 9 
recombinant DNA techniques. Guidance in determining which amino acid residues may be 
replaced, added or deleted without abolishing activities of interest, may be found by comparing 
the sequence of the particular polypeptide with that of homologous peptides and minimizing the 
number of amino acid sequence changes made in regions of high homology (conserved regions) 

15 or by replacing amino acids with consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides may be 
synthesized or selected by making use of the "redundancy" in the genetic code. Various codon 
substitutions, such as the silent changes which produce various restriction sites, may be 
introduced to optimize cloning into a plasmid or viral vector or expression in a particular 

20 prokaryotic or eukaryotic system. Mutations in the polynucleotide sequence may be reflected in 
the polypeptide or domains of other peptides added to the polypeptide to modify the properties of 
any part of the polypeptide, to change characteristics such as ligand-binding affinities, interchain 
affinities, or degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid with 

25 another amino acid having similar structural and/or chemical properties, f. e. , conservative amino 
acid replacements, "Conservative" amino acid substitutions may be made on the basis of 
similarity in polarity, charge, solubility, hydrophobicity, hydrophilicity, and/or the amphipathic 
nature of the residues involved. For example, nonpolar (hydrophobic) amino acids include 
alanine, leucine, isoleucine, valine, proline, phenylalanine, tryptophan, and methionine; polar 

30 neutral amino acids include glycine, serine, threonine, cysteine, tyrosine, aspaiagine, and 
glutamine; positively charged (basic) amino acids include arginine, lysine, and histidine; and 
negatively charged (acidic) amino acids include aspartic acid and glutamic acid. "Insertions" or 
"deletions" are preferably in the range of about 1 to 20 amino acids, more preferably 1 to 10 
amino acids. The variation allowed may be experimentally determined by systematically making 
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insertions, deletions, or substitutions of amino acids in a polypeptide molecule using 
recombinant DNA techniques and assaying the resulting recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or 
non-conservative alterations can be engineered to produce altered polypeptides. Such alterations 
can, for example, alter one or more of the biological functions or biochemical characteristics of 
the polypeptides of the invention. For example, such alterations may change polypeptide 
characteristics such as ligand-binding affinities, interchain affinities, or degradation/turnover 
rate. Further, such alterations can be selected so as to generate polypeptides that are better suited 
for expression, scale up and the like in the host cells chosen for expression. For example, 
cysteine residues can be deleted or substituted with another amino acid residue in order to 
eliminate disulfide bridges. 

The terms "purified" or "substantially purified" as used herein denotes that the indicated 
nucleic acid or polypeptide is present in the substantial absence of other biological 
macromolecules, e.g., polynucleotides, proteins, and the like. In one embodiment, the 
polynucleotide or polypeptide is purified such that it constitutes at least 95% by weight, more 
preferably at least 99% by weight, of the indicated biological macromolecules present (but water, 
buffers, and other small molecules, especially molecules having a molecular weight of less than 
1000 daltons, can be present). 

The term "isolated" as used herein refers to a nucleic acid or polypeptide separated from 
at least one other component (e.g., nucleic acid or polypeptide) present with the nucleic acid or 
polypeptide in its natural source. In one embodiment, the nucleic acid or polypeptide is found in 
the presence of (if anything) only a solvent, buffer, ion, or other component normally present in a 
solution of the same. The terms "isolated" and "purified" do not encompass nucleic acids or 
polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, means 
that a polypeptide or protein is derived from recombinant (e.g., microbial, insect, or mammalian) 
expression systems. "Microbial" refers to recombinant polypeptides or proteins made in 
bacterial or fungal (e.g., yeast) expression systems. As a product, "recombinant microbial" 
defines a polypeptide or protein essentially free of native endogenous substances and 
unaccompanied by associated native glycosylation. Polypeptides or proteins expressed in most 
bacterial cultures, e.g., E. coli, will be free of glycosylation modifications; polypeptides or 
proteins expressed in yeast will have a glycosylation pattern in general different from those 
expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage or virus 
or vector, for expressing a polypeptide from a DNA (RNA) sequence. An expression vehicle can 
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comprise a transcriptional unit comprising an assembly of (1) a genetic element or elements 
having a regulatory role in gene expression, for example, promoters or enhancers, (2) a structural 
or coding sequence which is transcribed into mRNA and translated into protein, and (3) 
appropriate transcription initiation and termination sequences. Structural units intended for use 
5 in yeast or eukaiyotic expression systems preferably include a leader sequence enabling 
extracellular secretion of translated protein by a host cell. Alternatively, where recombinant 
protein is expressed without a leader or transport sequence, it may include an amino terminal 
methionine residue. This residue may or may not be subsequently cleaved from the expressed 
recombinant protein to provide a final product 

10 The term "recombinant expression system" means host cells which have stably integrated 

a recombinant transcriptional unit into chromosomal DNA or carry the recombinant 
transcriptional unit extrachromosomally. Recombinant expression systems as defined herein will 
express heterologous polypeptides or proteins upon induction of the regulatory elements linked 
to the DNA segment or synthetic gene to be expressed. This term also means host cells which 

15 have stably integrated a recombinant genetic element or elements having a regulatory role in 
gene expression, for example, promoters or enhancers. Recombinant expression systems as 
defined herein will express polypeptides or proteins endogenous to the cell upon induction of the 
regulatory elements linked to the endogenous DNA segment or gene to be expressed. The cells 
can be prokatyotic or eukaiyotic. 

20 The term "secreted" includes a protein that is transported across or through a membrane, 

including transport as a result of signal sequences in its amino acid sequence when it is expressed 
in a suitable host cell. "Secreted" proteins include without limitation proteins secreted wholly 
(e.g., soluble proteins) or partially (e.g., receptors) from the cell in which they are expressed. 
"Secreted" proteins also include without limitation proteins that are transported across the 

25 membrane of the endoplasmic reticulum. "Secreted" proteins are also intended to include 

proteins containing non-typical signal sequences (e.g. Interleukin-1 Beta, see Krasney, P. A. and 
Young, P.R. (1992) Cytokine 4(2):134 -143) and factors released from damaged cells (e.g. 
InterleuMn-1 Receptor Antagonist, see Arend, W.P. et. al. (1998) Annu. Rev. Immunol. 
16:27-55) 

30 Where desired, an expression vector may be designed to contain a "signal or leader 

sequence" which will direct the polypeptide through the membrane of a cell. Such a sequence 
may be naturally present on the polypeptides of the present invention or provided from 
heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood in the 

35 art as stringent. Stringent conditions can include highly stringent conditions (i.e., hybridization 
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to filter-bound DNA in 0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 mM EDTA at 
65°C, and washing in 0.1X SSC/0.1% SDS at 68°C), and moderately stringent conditions (i.e., 
washing in 0.2X SSC/0.1% SDS at 42°C). Other exemplary hybridization conditions are 
described herein in the examples. 
5 In instances of hybridization of deoxy oligonucleotides, additional exemplary stringent 

hybridization conditions include washing in 6X SSC/0.05% sodium pyrophosphate at 37°C (for 
14-base oligonucleotides), 48°C (for 17-base oligos), 55°C (for 20-base oligonucleotides), and 
60°C (for 23-base oligonucleotides). 

As used herein, "substantially equivalent" can refer both to nucleotide and amino acid 

1 0 sequences, for example a mutant sequence, that varies from a reference sequence by one or more 
substitutions, deletions, or additions, the net effect of which does not result in an adverse 
functional dissimilarity between the reference and subject sequences. Typically, such a 
substantially equivalent sequence varies from one of those listed herein by no more than about 
35% (i.e., the number of individual residue substitutions, additions, and/or deletions in a 

15 substantially equivalent sequence, as compared to the corresponding reference sequence, divided 
by the total number of residues in the substantially equivalent sequence is about 0.35 or less). 
Such a sequence is said to have 65% sequence identity to the listed sequence. In one 
embodiment, a substantially equivalent, e.g., mutant, sequence of the invention varies from a 
listed sequence by no more than 30% (70% sequence identity); in a variation of this embodiment, 

20 by no more than 25% (75% sequence identity); and in a further variation of this embodiment, by 
no more than 20% (80% sequence identity) and in a further variation of this embodiment, by no 
more than 10% (90% sequence identity) and in a further variation of this embodiment, by no 
more that 5% (95% sequence identity). Substantially equivalent, e.g., mutant, amino acid 
sequences according- to the invention preferably have at least 80% sequence identity with a listed 

25 amino acid sequence, more preferably at least 85% sequence identity, more preferably at least 
90% sequence identity, more preferably at least 95% sequence identity, more preferably at least 
98% sequence identity and most preferably at least 98% idenity. Substantially equivalent 
nucleotide sequences of the invention can have lower percent sequence identities, taking into 
account, for example, the redundancy or degeneracy of the genetic code. Preferably, nucleotide 

30 sequence has at least about 65% identity, more preferably at least about 75% identity, more 
preferably at least about 80% identity, more preferably at least about 85% identity, more 
preferably at least about 90% identity, and most preferably at least about 95% identity, more 
preferably at least 98% and most preferably at least about 99% identity. For the purposes of the 
present invention, sequences having substantially equivalent biological activity and substantially 

35 equivalent expression characteristics are considered substantially equivalent. For the purposes of 
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determining equivalence, truncation of the mature sequence (e.g., via a mutation which creates a 
spurious stop codon) should be disregarded. Sequence identity may be determined, e.g., using 
the Jotun Hein method (Hein, J. (1990) Methods Enzymol. 183:626-645). Identity between 
sequences can also be determined by other methods known in the art, e.g. by varying 
5 hybridization conditions. 

The term "totipotent" refers to the capability of a cell to differentiate into all of the cell 
types of an adult organism. 

The term "transformation" means introducing DNA into a suitable host cell so that the 
DNA is replicable, either as an extrachromosomal element, or by chromosomal integration. The 
10 term "transfection" refers to the taking up of an expression vector by a suitable host cell, whether 
or not any coding sequences are in fact expressed. The term "infection" refers to the introduction 
of nucleic acids into a suitable host cell by use of a virus or viral vector. 

As used herein, an "uptake modulating fragment," UMF, means a series of nucleotides 
which mediate the uptake of a linked DNA fragment into a cell. UMFs can be readily identified 
1 5 using known UMFs as a target sequence or target motif with the computer-based systems 
described below. The presence and activity of a UMF can be confirmed by attaching the 
suspected UMF to a marker sequence. The resulting nucleic acid molecule is then incubated 
with an appropriate host under appropriate conditions and the uptake of the marker sequence is 
determined. As described above, a UMF will increase the frequency of uptake of a linked 
20 marker sequence . 

Each of the above terms is meant to encompass all that is described for each, unless the 
context dictates otherwise. 



42 NUCLEIC ACIDS OF THE INVENTION 

25 Nucleotide sequences of the invention are set forth in the Sequence Listing. 

The isolated polynucleotides of the invention include a polynucleotide comprising the 
nucleotide sequences of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954; a 
polynucleotide encoding any one of the peptide sequences of SEQ ID NO: 985-1968, 2953-3936, 
3943-3948 or 3955-3960; and a polynucleotide comprising the nucleotide sequence encoding the 

30 mature protein coding sequence of the polypeptides of any one of SEQ ID NO: 985-1968, 2953- 
3936, 3943-3948 or 3955-3960. The polynucleotides of the present invention also include, but 
are not limited to, a polynucleotide that hybridizes under stringent conditions to (a) the 
complement of any of the nucleotides sequences of SEQ ID NO: 1-984, 1969-2952, 3937-3942 
or 3949-3954; (b) nucleotide sequences encoding any one of the amino acid sequences set forth 

35 in the Sequence Listing as SEQ ED NO: 985-1968, 2953-3936, 3943-3948 or 3955-3960; (c) a 
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polynucleotide which is an allelic variant of any polynucleotide recited above; (d) a 
polynucleotide which encodes a species homolog of any of the proteins recited above; or (e) a 
polynucleotide that encodes a polypeptide comprising a specific domain or truncation of the 
polypeptides of SEQ ID NO:985-1968, 2953-3936, 3943-3948 or 3955-3960. Domains of 
5 interest may depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic domains, or 
combinations thereof; domains in immunoglobulin-like proteins include the variable 
immunoglobulin-like domains; domains in enzyme-like polypeptides include catalytic and 
substrate binding domains; and domains in ligand polypeptides include receptor-binding 
10 domains. 

The polynucleotides of the invention include naturally occurring or wholly or partially 
synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The polynucleotides 
may include all of the coding region of the cDNA or may represent a portion of the coding 
region of the cDNA. 

1 5 The present invention also provides genes corresponding to the cDN A sequences disclosed 

herein. The corresponding genes can be isolated in accordance with known methods using the 
sequence information disclosed herein. Such methods include the preparation of probes or primers 
from the disclosed sequence infonnationfor identification and/or amplification of genes in 
appropriate genomic libraries or other sources of genomic materials. Further 5 1 and 3' sequence can 

20 be obtained using methods known in the art For example, full length cDNA or genomic DNA that 
corresponds to any of the polynucleotides of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949- 
3954 can be obtained by screening appropriate cDNA or genomic DNA libraries under suitable 
hybridization conditions using any of the polynucleotides of SEQ ID NO: 1-984, 1969-2952, 3937- 
3942 or 3949-3954 or a portion thereof as a probe. Alternatively, the polynucleotides of SEQ ID 

25 NO: 1-984, 1969-2952, 3937-3942 or 3949-3954 may be used as the basis for suitable primer(s) 
that allow identification and/or amplification of genes in appropriate genomic DNA or cDNA 
libraries. 

The nucleic acid sequences of the invention can be assembled from ESTs and sequences 
(including cDNA and genomic sequences) obtained from one or more public databases, such as 
30 dbEST, gbpri, and UniGene. The EST sequences can provide identifying sequence information, 
representative fragment or segment information, or novel segment information for the full-length 
gene. 

The polynucleotides of the invention also provide polynucleotides including nucleotide 
sequences that are substantially equivalent to the polynucleotides recited above. Polynucleotides 
3 5 according to the invention can have, e.g. , at least about 65%, at least about 70%, at least about 
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75%, at least about 80%, 81%, 82%, 83%, 84%, more typically at least about 85%, 86%, 87%, 
88%, 89%, and more typically at least about 90%, 91%, 92%, 93%, 94%, and even more 
typically at least about 95%, 96%, 97%, 98%, 99%, sequence identity to a polynucleotide recited 
above. 

5 Included within the scope of the nucleic acid sequences of the invention are nucleic acid 

sequence fragments that hybridize under stringent conditions to any of the nucleotide sequences 
of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, or complements thereof, which 
fragment is greater than about 5 nucleotides, preferably 7 nucleotides, more preferably greater 
than 9 nucleotides and most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 

10 20 nucleotides or more that are selective for (i.e. specifically hybridize to any one of the 

polynucleotides of the invention) are contemplated. Probes capable of specifically hybridizing to 
a polynucleotide can differentiate polynucleotide sequences of the invention from other 
polynucleotide sequences in the same family of genes or can differentiate human genes from 
genes of other species, and are preferably based on unique nucleotide sequences. 

15 The sequences falling within the scope of the present invention are not limited to these 

specific sequences, but also include allelic and species variations thereof. Allelic and species 
variations can be routinely determined by comparing the sequence provided SEQ ID NO: 1 -984, 
1 969-2952, 3937-3942 or 3949-3954, a representative fragment thereof, or a nucleotide sequence at 
least 90% identical, preferably 95% identical, to SEQ ID NO: 1-984, 1 969-2952, 3937-3942 or 

20 3949-3954 with a sequence from another isolate of the same species. Furthermore, to accommodate 
codon variability, the invention includes nucleic acid molecules coding for the same amino acid 
sequences as do the specific ORFs disclosed herein. In other words, in the coding region of an 
ORF, substitution of one codon for another codon that encodes the same amino acid is expressly 
contemplated. 

25 The nearest neighbor or homology result for the nucleic acids of the present invention, 

including SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, can be obtained by searching a 
database using an algorithm or a program. Preferably, a BLAST which stands for Basic Local 
Alignment Search Tool is used to search for local sequence alignments (Altshul, S.F. J Mol. Evol. 
36 290-300 (1993) and Altschul SJF. et al. J. Mol. Biol. 21 :403-410 (1990)). Alternatively a 

3 0 F ASTA version 3 search against Genpept, using Fastxy algorithm. 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are also 
provided by the present invention. Species homologs may be isolated and identified by making 
suitable probes or primers from the sequences provided herein and screening a suitable nucleic 
acid source from the desired species. 
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The invention also encompasses allelic variants of the disclosed polynucleotides or 
proteins; that is, naturaUy-occurring alternative forms of the isolated polynucleotide which also 
encode proteins which are identical, homologous or related to that encoded by the 
polynucleotides. 

5 The nucleic acid sequences of the invention are further directed to sequences which 

encode variants of the described nucleic acids. These amino acid sequence variants may be 
prepared by methods known in the art by introducing appropriate nucleotide changes into a 
native or variant polynucleotide. There are two variables in the construction of amino acid 
sequence variants: the location of the mutation and the nature of the mutation. Nucleic acids 

1 0 encoding the amino acid sequence variants are preferably constructed by mutating the 

polynucleotide to encode an amino acid sequence that does not occur in nature. These nucleic 
acid alterations can be made at sites that differ in the nucleic acids from different species 
(variable positions) or in highly conserved regions (constant regions). Sites at such locations 
will typically be modified in series, e.g., by substituting first with conservative choices (e.g., 

1 5 hydrophobic amino acid to a different hydrophobic amino acid) and then with more distant 

choices (e.g. , hydrophobic amino acid to a charged amino acid), and then deletions or insertions 
may be made at the target site. Amino acid sequence deletions generally range from about 1 to 
30 residues, preferably about 1 to 10 residues, and are typically contiguous. Amino acid 
insertions include amino- and/or carboxyl-terminal fusions ranging in length from one to one 

20 hundred or more residues, as well as intrasequence insertions of single or multiple amino acid 
residues. Intrasequence insertions may range generally from about 1 to 10 amino residues, 
preferably from 1 to 5 residues. Examples of terminal insertions include the heterologous signal 
sequences necessary for secretion or for intracellular targeting in different host cells and 
sequences such as FLAG or poly-histidine sequences useful for purifying the expressed protein. 

25 In a preferred method, polynucleotides encoding the novel amino acid sequences are 

changed via site-directed mutagenesis. This method uses oligonucleotide sequences to alter a 
polynucleotide to encode the desired amino acid variant, as well as sufficient adjacent 
nucleotides on both sides of the changed amino acid to form a stable duplex on either side of the 
site of being changed. In general, the techniques of site-directed mutagenesis are well known to 

30 those of skill in the art and this technique is exemplified by publications such as, Edelman et al., 
DNA 2:183 (1983). A versatile and efficient method for producing site-specific changes in a 
polynucleotide sequence was published by Zoller and Smith, Nucleic Acids Res. 10:6487-6500 
(1982). PCR may also be used to create amino acid sequence variants of the novel nucleic acids. 
When small amounts of template DNA are used as starting material, primer(s) that differs 

35 slightly in sequence from the corresponding region in the template DNA can generate the desired 
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amino acid variant. PCR amplification results in a population of product DNA fragments that 
differ from the polynucleotide template encoding the polypeptide at the position specified by the 
primer. The product DNA fragments replace the corresponding region in the plasmid and this 
gives a polynucleotide encoding the desired amino acid variant. 
5 A further technique for generating amino acid variants is the cassette mutagenesis 

technique described in Wells et al., Gene 34:315 (1985); and other mutagenesis techniques well 
known in the art, such as, for example, the techniques in Sambrook et al., supra, and Current 
Protocols in Molecular Biology, Ausubel et al. Due to the inherent degeneracy of the genetic 
code, other DNA sequences which encode substantially the same or a functionally equivalent 
1 0 amino acid sequence may be used in the practice of the invention for the cloning and expression 
of these novel nucleic acids. Such DNA sequences include those which are capable of 
hybridizing to the appropriate novel nucleic acid sequence under stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention can be used 
to generate polynucleotides encoding chimeric or fusion proteins comprising one or more 
1 5 domains of the invention and heterologous protein sequences. 

The polynucleotides of the invention additionally include the complement of any of the 
polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, amplified, or 
synthetic) or RNA. Methods and algorithms for obtaining such polynucleotides are well known 
to those of skill in the art and can include, for example, methods for determining hybridization 
20 conditions that can routinely isolate polynucleotides of the desired sequence identities. 

In accordance with the invention, polynucleotide sequences comprising the mature 
protein coding sequences corresponding to any one of SEQ ID NO: 1-984, 1969-2952, 3937- 
3942 or 3949-3954, or functional equivalents thereof, may be used to generate recombinant 
DNA molecules that direct the expression of that nucleic acid, or a functional equivalent thereof, 
25 in appropriate host cells. Also included are the cDNA inserts of any of the clones identified 
herein. 

A polynucleotide according to the invention can be joined to any of a variety of other 
nucleotide sequences by well-established recombinant DNA techniques (see Sambrook J et al. 
(1989) Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory, NY). Useful 

30 nucleotide sequences for joining to polynucleotides include an assortment of vectors, e.g., 

plasmids, cosmids, lambda phage derivatives, phagemids, and the like, that are well known in the 
art. Accordingly, the invention also provides a vector including a polynucleotide of the 
invention and a host cell containing the polynucleotide. In general, the vector contains an origin 
of replication functional in at least one organism, convenient restriction endonuclease sites, and a 

35 selectable marker for the host cell. Vectors according to the invention include expression 
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vectors, replication vectors, probe generation vectors, and sequencing vectors. A host cell 
according to the invention can be a prokaryotic or eukaryotic cell and can be a unicellular 
organism or part of a multicellular organism. 

The present invention further provides recombinant constructs comprising a nucleic acid 
5 having any of the nucleotide sequences of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949- 
3954or a fragment thereof or any other polynucleotides of the invention. In one embodiment, the 
recombinant constructs of the present invention comprise a vector, such as a plasmid or viral 
vector, into which a nucleic acid having any of the nucleotide sequences of SEQ ID NO: 1-984, 
1969-2952, 3937-3942 or 3949-3954 or a fragment thereof is inserted, in a forward or reverse 

1 0 orientation. In the case of a vector comprising one of the ORFs of the present invention, the 
vector may further comprise regulatory sequences, including for example, a promoter, operably 
linked to the ORF. Large numbers of suitable vectors and promoters are known to those of skill 
in the art and are commercially available for generating the recombinant constructs of the present 
invention. The following vectors are provided by way of example. Bacterial: pBs, phagescript, 

15 PsiX174, pBluescript SK, pBs KS, pNH8a, pNH16a, pNH18a, pNH46a (Stratagene); pTrc99A, 
pKK223-3, pKK233-3, pDR540, pRIT5 (Pharmacia). Eukaryotic: pWLneo, pSV2cat, pOG44, 
PXTI, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL (Pharmacia). 

The isolated polynucleotide of the invention may be operably linked to an expression 
control sequence such as the pMT2 or pED expression vectors disclosed in Kaufman et aL, 

20 Nucleic Acids Res. 19, 4485-4490 (1991), in order to produce the protein recombinantly. Many 
suitable expression control sequences are known in the art. General methods of expressing 
recombinant proteins are also known and are exemplified in R. Kaufman, Methods in 
Enzymology 185, 537-566 (1990). As defined herein "operably linked" means that the isolated 
polynucleotide of the invention and an expression control sequence are situated within a vector 

25 or cell in such a way that the protein is expressed by a host cell which has been transformed 
(transfected) with the ligated polynucleotide/expression control sequence. 

Promoter regions can be selected from any desired gene using CAT (chloramphenicol 
transferase) vectors or other vectors with selectable markers. Two appropriate vectors are 
pKK232-8 and pCM7. Particular named bacterial promoters include lad, lacZ, T3, T7, gpt, 

30 lambda PR, and trc. Eukaryotic promoters include CMV immediate early, HSV thymidine 
kinase, early and late SV40, LTRs from retrovirus, and mouse metallothionein-I. Selection of 
the appropriate vector and promoter is well within the level of ordinary skill in the art. 
Generally, recombinant expression vectors will include origins of replication and selectable 
markers permitting transformation of the host cell, e.g. , the ampicillin resistance gene of J?, co/r 

35 and S. cerevisiae TRP1 gene, and a promoter derived from a highly-expressed gene to direct 
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transcription of a downstream structural sequence. Such promoters can be derived from operons 
encoding glycolytic enzymes such as 3-phosphoglycerate kinase (PGK), a-factor, acid 
phosphatase, or heat shock proteins, among others. The heterologous structural sequence is 
assembled in appropriate phase with translation initiation and termination sequences, and 
5 preferably, a leader sequence capable of directing secretion of translated protein into the 

periplasmic space or extracellular medium. Optionally, the heterologous sequence can encode a 
fusion protein including an amino terminal identification peptide imparting desired 
characteristics, e.g., stabilization or simplified purification of expressed recombinant product. 
Useful expression vectors for bacterial use are constructed by inserting a structural DNA 

1 0 sequence encoding a desired protein together with suitable translation initiation and termination 
signals in operable reading phase with a functional promoter. The vector will comprise one or 
more phenotypic selectable markers and an origin of replication to ensure maintenance of the 
vector and to, if desirable, provide amplification within the host Suitable prokaryotic hosts for 
transformation include E. colt, Bacillus subtilis, Salmonella typhimurium and various species 

1 5 within the genera Pseudomonas, Streptomyces, and Staphylococcus, although others may also be 
employed as a matter of choice. 

As a representative but non-limiting example, useful expression vectors for bacterial use 
can comprise a selectable marker and bacterial origin of replication derived from commercially 
available plasmids comprising genetic elements of the well known cloning vector pBR322 

20 (ATCC 37017). Such commercial vectors include, for example, pKK223-3 (Pharmacia Fine 
Chemicals, Uppsala, Sweden) and GEM 1 (Promega Biotech, Madison, WI, USA). These 
pBR322 "backbone" sections are combined with an appropriate promoter and the structural 
sequence to be expressed. Following transformation of a suitable host strain and growth of the 
host strain to an appropriate cell density, the selected promoter is induced or derepressed by 

25 appropriate means {e.g., temperature shift or chemical induction) and cells are cultured for an 
additional period Cells are typically harvested by centrifiigation, disrupted by physical or 
chemical means, and the resulting crude extract retained for further purification. 

Polynucleotides of the invention can also be used to induce immune responses. For 
example, as described in Fan et oL, Nat Biotech. 17:870-872 (1999), incorporated herein by 

30 reference, nucleic acid sequences encoding a polypeptide may be used to generate antibodies 
against the encoded polypeptide following topical administration of naked plasmid DNA or 
following injection, and preferably intramuscular injection of the DNA. The nucleic acid 
sequences are preferably inserted in a recombinant expression vector and may be in the form of 
naked DNA. 
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43 ANTISENSE 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules that 
are hybridizable to or complementary to the nucleic acid molecule comprising the nucleotide 
sequence of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949^3954, or fragments, analogs or 
5 derivatives thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 

complementary to a "sense" nucleic acid encoding a protein, e.g. 9 complementary to the coding 
strand of a double-stranded cDNA molecule or complementary to an mRNA sequence. In 
specific aspects, antisense nucleic acid molecules are provided that comprise a sequence 
complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an entire coding 

1 0 strand, or to only a portion thereof. Nucleic acid molecules encoding fragments, homologs, 
derivatives and analogs of a protein of any of SEQ ID NO: 985-1968, 2953-3936, 3943-3948 or 
3955-3960 or antisense nucleic acids complementary to a nucleic acid sequence of SEQ ID NO: 
1-984, 1969-2952, 3937-3942 or 3949-3954 are additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding region" 

15 of the coding strand of a nucleotide sequence of the invention. The term "coding region" refers 
to the region of the nucleotide sequence comprising codons which are translated into amino acid 
residues. In another embodiment, the antisense nucleic acid molecule is antisense to a 
"noncoding region" of the coding strand of a nucleotide sequence of the invention. The term 
"noncoding region" refers to 5 1 and 3' sequences which flank the coding region that are not 

20 translated into amino acids (z.e., also referred to as 5 f and 3' untranslated regions). 

Given the coding strand sequences encoding a nucleic acid disclosed herein (e.g., SEQ ID 
NO: 1-984, 1969-2952, 3*937-3942 or 3949-3954), antisense nucleic acids of the invention can be 
designed according to the rules of Watson and Crick or Hoogsteen base pairing. The antisense 
nucleic acid molecule can be complementary to the entire coding region of a mRNA, but more 

25 preferably is an oligonucleotide that is antisense to only a portion of the coding or noncoding 
region of a mRNA. For example, the antisense oligonucleotide can be complementary to the 
region surrounding the translation start site of a mRNA. An antisense oligonucleotide can be, for 
example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An antisense nucleic 
acid of the invention can be constructed using chemical synthesis or enzymatic ligation reactions 

30 using procedures known in the art. For example, an antisense nucleic acid (e.g., an antisense 
oligonucleotide) can be chemically synthesized using naturally occurring nucleotides or 
variously modified nucleotides designed to increase the biological stability of the molecules or to 
increase the physical stability of the duplex formed between the antisense and sense nucleic 
acids, e.g., phosphorothioate derivatives and acridine substituted nucleotides can be used. 
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Examples of modified nucleotides that can be used to generate the antisense nucleic acid 
include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, xanthine, 
4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5-carboxymethylarainomethyl- 
2-tbiouridine, 5-carboxymethylaminomethyluracil, dihydrouracil, beta-D-galactosylqueosine, 
5 inosine, N6-isopentenyladenine, 1-methylguanine, 1-methylinosine, 2,2-dimethylguanine, 
2-methyladenine, 2-methylguanine, 3-methylcytosine, 5-methylcytosine, N6-adenine, 
7-methylguanine, 5-methylaminomethyluracil, 5-me1hoxyaminomethyl-2-thiouracil, 
beta-D-mannosylqueosine, 5 -methoxycarboxymethyluracil, 5-methoxyuracil, 

2- methylthio-N6-isopentenyladenine, uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, 
10 queosine, 2-thiocytosine, 5-methyl-2-thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, 

uracil-5-oxyacetic acid methylester, uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 

3 - (3 -amino-3 -N-2-carboxypropyl) uracil, (acp3)w, and 2,6-diaminopurine. Alternatively, the 
antisense nucleic acid can be produced biologically using an expression vector into which a 
nucleic acid has been subcloned in an antisense orientation (z.e., RNA transcribed from the 

15 inserted nucleic acid will be of an antisense orientation to a target nucleic acid of interest, 
described further in the following subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding a protein according to the invention to thereby inhibit expression of the 

20 protein, e.g. , by inhibiting transcription and/or translation. The hybridization can be by 

conventional nucleotide complementarity to form a stable duplex, or, for example, in the case of 
an antisense nucleic acid molecule that binds to DNA duplexes, through specific interactions in 
the major groove of the double helix. An example of a route of administration of antisense 
nucleic acid molecules of the invention includes direct injection at a tissue site. Alternatively, 

25 antisense nucleic acid molecules can be modified to target selected cells and then administered 
systemically. For example, for systemic administration, antisense molecules can be modified 
such that they specifically bind to receptors or antigens expressed on a selected cell surface, e.g., 
by linking the antisense nucleic acid molecules to peptides or antibodies that bind to cell surface 
receptors or antigens. The antisense nucleic acid molecules can also be delivered to cells using 

30 the vectors described herein. To achieve sufficient intracellular concentrations of antisense 
molecules, vector constructs in which the antisense nucleic acid molecule is placed under the 
control of a strong pol II or pol IQ promoter are preferred. 

In yet another embodiment, the antisense nucleic acid molecule of the invention is an 
a-anomeric nucleic acid molecule. An cc-anomeric nucleic acid molecule forms specific 

35 double-stranded hybrids with complementary RNA in which, contrary to the usual p-units, the 
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strands run parallel to each other (Gaultier et al (1987) Nucleic Acids Res 15: 6625-6641). The 
antisense nucleic acid molecule can also comprise a 2 , -o-methylribonucleotide (Inoue et al 
(1987) Nucleic Acids Res 15: 6131-6148) or a chimeric RNA -DNA analogue (Inoue et al (1987) 
FEBS Lett 215: 327-330). 

5 

4.4 RIBOZYMES AND PNA MOIETIES 

In still another embodiment, an antisense nucleic acid of the invention is a ribozyme. 
Ribozymes are catalytic RNA molecules with ribonucldase activity that are capable of cleaving a 
single-stranded nucleic acid, such as a mRNA, to which they have a complementary region. 

10 Thus, ribozymes (e.g., hammerhead ribozymes (described in HaselhofFand Gerlach (1988) 
Nature 334:585-591)) can be used to catalytically cleave a mRNA transcripts to thereby inhibit 
translation of a mRNA, A ribozyme having specificity for a nucleic acid of the invention can be 
designed based upon the nucleotide sequence of a DNA disclosed herein (f. e. , SEQ ID NO: 1- 
984, 1969-2952, 3937-3942 or 3949-3954). For example, a derivative of a Tetrahymena L-19 

15 IVS RNA can be constructed in which the nucleotide sequence of the active site is 

complementary to the nucleotide sequence to be cleaved in a SECX-encoding mRNA. See, e.g., 
Cech et al. U.S. Pat. No. 4,987,071 ; and Cech et al U.S. Pat. No. 5,1 16,742. Alternatively, 
SECX mRNA can be used to select a catalytic RNA having a specific ribonuclease activity from 
apoolofRNAmolecnles. See, e.g., Bartel et al, (1993) Science 261:141 1-1418. 

20 Alternatively, gene expression can be inhibited by targeting nucleotide sequences 

complementary to the regulatory region (e.g., promoter and/or enhancers) to form triple helical 
structures that prevent transcription of the gene in target cells. See generally, Helene. (1991) 
Anticancer Drug Des. 6: 569-84; Helene. etal (1992) Ann. NY. Acad Set 660:27-36; and 
Maher (1992) Bioassays 14: 807-15. 

25 In various embodiments, the nucleic acids of the invention can be modified at the base 

moiety, sugar moiety or phosphate backbone to improve, e.g., the stability, hybridization, or 
solubility of the molecule. For example, the deoxyribose phosphate backbone of the nucleic 
acids can be modified to generate peptide nucleic acids (see Hyrup et al (1996) Bioorg Med 
Chem 4: 5-23). As used herein, the terms "peptide nucleic acids" or "PNAs" refer to nucleic acid 

30 mimics, eg., DNA mimics, in which the deoxyribose phosphate backbone is replaced by a 
pseudopeptide backbone and only the four natural nucleobases are retained. The neutral 
backbone of PNAs has been shown to allow for specific hybridization to DNA and RNA under 
conditions of low ionic strength. The synthesis of PNA oligomers can be performed using 
standard solid phase peptide synthesis protocols as described in Hyrup et al (1996) above; 

35 Peny-OTCeefe et al (1996) PNAS 93: 14670-675. 
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PNAs of the invention can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific modulation of 
gene expression by, e.g., inducing transcription or translation arrest or inhibiting replication. 
PNAs of the invention can also be used, e.g., in the analysis of single base pair mutations in a 
gene by, e.g., PNA directed PCR clamping; as artificial restriction enzymes when used in 
combination with other en2ymes, e.g., SI nucleases (Hyrup B, (1996) above); or as probes or 
primers for DNA sequence and hybridization (Hyrup et al. (1996), above; Peny-O r Keefe (1996), 
above). 

In another embodiment, PNAs of the invention can be modified, e.g., to enhance their 
stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by the 
formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art. For example, PNA-DNA chimeras can be generated that may 
combine the advantageous properties of PNA and DNA. Such chimeras allow DNA recognition 
enzymes, e.g., RNase H and DNA polymerases, to interact with the DNA portion while the PNA 
portion would provide high binding affinity and specificity. PNA-DNA chimeras can be linked 
using linkers of appropriate lengths selected in terms of base stacking, number of bonds between 
the nucleobases, and orientation (Hyrup (1996) above). The synthesis of PNA-DNA chimeras 
can be performed as described in Hyrup (1996) above and Finn et al. (1996) Nucl Acids Res 24: 
3357-63. For example, a DNA chain can be synthesized on a solid support using standard 
phosphoramidite coupling chemistry, and modified nucleoside analogs, e.g., 
5'-(4-methoxytrityl)arnino-5'-deoxy-thymidine phosphoramidite, can be used between the PNA 
andthe5 , endofDNA(Mag^a/.(1989)MicMczrfi?e l ff 17: 5973-88). PNA monomers are then 
coupled in a stepwise manneT to produce a chimeric molecule with a 5' PNA segment and a 3 f 
DNA segment (Finn et al (1996) above). Alternatively, chimeric molecules can be synthesized 
with a 5' DNA segment and a 3' PNA segment. See, Petersen et al. (1975) BioorgMed Chem 
Lett 5: 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such as 
peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating transport across the 
cell membrane (see, e.g., Letsinger et al, 1989, Proc. Natl Acad Set. U.S.A. 86:6553-6556; 
Lemaitre etal, 1987, Proc. Natl Acad Set 84:648-652; PCT Publication No. W088/09810) or 
the blood-brain barrier (see, e.g., PCT Publication No. W089/10134). In addition, 
oligonucleotides can be modified with hybridization triggered cleavage agents (See, e.g., Krol et 
al, 1988, BioTechniques 6:958-976) or intercalating agents. (See, e.g. , Zon, 1988, Pharm. Res. 
5: 539-549). To this end, the oligonucleotide may be conjugated to another molecule, e.g., a 
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peptide, a hybridization triggered cross-linking agent, a transport agent, a hybridization-triggered 
cleavage agent, etc. 



4.5 HOSTS 

5 The present invention further provides host cells genetically engineered to contain the 

polynucleotides of the invention. For example, such host cells may contain nucleic acids of the 
invention introduced into the host cell using known transformation, transfection or infection 
methods. The present invention still further provides host cells genetically engineered to express 
the polynucleotides of the invention, wherein such polynucleotides are in operative association 

1 0 with a regulatory sequence heterologous to the host cell which drives expression of the 
polynucleotides in the cell. 

Knowledge of nucleic acid sequences allows for modification of cells to permit, or 
increase, expression of endogenous polypeptide. Cells can be modified (e.g., by homologous 
recombination) to provide increased polypeptide expression by replacing, in whole or in part, the 

1 5 naturally occurring promoter with all ot part of a heterologous promoter so that the cells express 
the polypeptide at higher levels. The heterologous promoter is inserted in such a manner that it 
is operatively linked to the encoding sequences. See, for example, PCT International Publication 
No. WO94/12650, PCT International Publication No. WO92/20808, and PCT International 
Publication No. WO91/09955. It is also contemplated that, in addition to heterologous promoter 

20 DNA, amplifiable marker DNA (e.g., ada, dhfr, and the multifunctional CAD gene which 

encodes carbamyl phosphate synthase, aspartate transcarbamylase, and dihydroorotase) and/or 
intron DNA may be inserted along with the heterologous promoter DNA. If linked to the coding 
sequence, amplification of the marker DNA by standard selection methods results in co- 
amplification of the desired protein coding sequences in the cells. 

25 The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a lower 

eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaiyotic cell, such as a 
bacterial cell. Introduction of the recombinant construct into the host cell can be effected by 
calcium phosphate transfection, DEAE, dextran mediated transfection, or electroporation (Davis, 
L. et al., Basic Methods in Molecular Biology (1 986)). The host cells containing one of the 

30 polynucleotides of the invention, can be used in conventional manners to produce the gene 
product encoded by the isolated fragment (in the case of an ORF) or can be used to produce a 
heterologous protein under the control of the EMF. 

Any host/vector system can be used to express one or more of the ORFs of the present 
invention. These include, but are not limited to, eukaryotic hosts such as HeLa cells, Cv-1 cell, 

35 COS cells, 293 cells, and Sf9 cells, as well as prokaryotic host such as E. colt and B. subtilts. 
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The most preferred cells are those which do not normally express the particular polypeptide or 
protein or which expresses the polypeptide or protein at low natural level. Mature proteins can 
be expressed in mammalian cells, yeast, bacteria, or other cells under the control of appropriate 
promoters. Cell-free translation systems can also be employed to produce such proteins using 
5 RNAs derived from the DNA constructs of the present invention. Appropriate cloning and 
expression vectors for use with prokaryotic and eukaryotic hosts are described by Sambrook, et 
al., in Molecular Cloning: A Laboratory Manual, Second Edition, Cold Spring Harbor, New 
York (1989), the disclosure of which is hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express recombinant 
10 protein. Examples of mammalian expression systems include the COS-7 lines of monkey kidney 
fibroblasts, described by Gluzman, Cell 23:175 (1981). Other cell lines capable of expressing a 
compatible vector are, for example, the C127, monkey COS cells, Chinese Hamster Ovary 
(CHO) cells, human kidney 293 cells, human epidermal A431 cells, human Colo205 cells, 3T3 
cells, CV-1 cells, other transformed primate cell lines, normal diploid cells, cell strains derived 
15 from in vitro culture of primary tissue, primary explants, HeLa cells, mouse L cells, BHK, 

HL-60, U937, HaK or Jurkat cells. Mammalian expression vectors will comprise an origin of 
replication, a suitable promoter and also any necessary ribosome binding sites, polyadenylation 
site, splice donor and acceptor sites, transcriptional termination sequences, and 5' flanking 
nontranscribed sequences. DNA sequences derived from the SV40 viral genome, for example, 
20 S V40 origin, early promoter, enhancer, splice, and polyadenylation sites may be used to provide 
the required nontranscribed genetic elements. Recombinant polypeptides and proteins produced 
in bacterial culture are usually isolated by initial extraction from cell pellets, followed by one or 
more salting-out, aqueous ion exchange or size exclusion chromatography steps. Protein 
refolding steps can be used, as necessary, in completing configuration of the mature protein. 
25 Finally, high performance liquid chromatography (HPLC) can be employed for final purification 
steps. Microbial cells employed in expression of proteins can be disrupted by any convenient 
method, including freeze-thaw cycling, sonication, mechanical disruption, or use of cell lysing 
agents. 

Alternatively, it may be possible to produce the protein in lower eukaryotes such as yeast 
30 or insects or in prokaryotes such as bacteria. Potentially suitable yeast strains include 

Saccharomyces cerevisiae, Schizosaccharomyces pombe, Kluyveromyces strains, Candida, or 
any yeast strain capable of expressing heterologous proteins. Potentially suitable bacterial 
strains include Escherichia coli, Bacillus subtilis, Salmonella typhimurium, or any bacterial 
strain capable of expressing heterologous proteins. If the protein is made in yeast or bacteria, it 
35 may be necessary to modify the protein produced therein, for example by phosphorylation or 
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glycosylation of the appropriate sites, in order to obtain the functional protein. Such covalent 
attachments may be accomplished using known chemical or enzymatic methods. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control of 
5 inducible regulatory elements, in which case the regulatory sequences of the endogenous gene 
may be replaced by homologous recombination. As described herein, gene targeting can be used 
to replace a gene's existing regulatory region with a regulatory sequence isolated from a different 
gene or a novel regulatory sequence synthesized by genetic engineering methods. Such 
regulatory sequences may be comprised of promoters, enhancers, scaffold-attachment regions, 

10 negative regulatory elements, transcriptional initiation sites, regulatory protein binding sites or 
combinations of said sequences. Alternatively, sequences which affect the structure or stability 
of the RNA or protein produced may be replaced, removed, added, or otherwise modified by 
targeting. These sequence include polyadenylation signals, mRNA stability elements, splice 
sites, leader sequences for enhancing or modifying transport or secretion properties of the 

15 protein, or other sequences which alter or improve the function or stability of protein or RNA 
molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the • 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple deletion 

20 of a regulatory element, such as the deletion of a tissue-specific negative regulatory element. 
, Alternatively, the targeting event may replace an existing element; for example, a tissue-specific 
enhancer can be replaced by an enhancer that has broader or different cell-type specificity than 
the naturally occurring elements. Here, the naturally occurring sequences are deleted and new 
sequences are added. In all cases, the identification of the targeting event may be facilitated by 

25 the use of one or more selectable marker genes that are contiguous with the targeting DNA, 

allowing for the selection of cells in which the exogenous DNA has integrated into the host cell 
genome. The identification of the targeting event may also be facilitated by the use of one or 
more marker genes exhibiting the property of negative selection, such that the negatively 
selectable marker is linked to the exogenous DNA, but configured such that the negatively 

30 selectable marker flanks the targeting sequence, and such that a correct homologous 
recombination event with sequences in the host cell genome does not result in the stable 
integration of the negatively selectable marker. Markers useful for this purpose include the 
Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial xanthine-guanine 
phosphoribosyl-transferase (gpt) gene. 
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The gene targeting or gene activation techniques which can be used in accordance with 
this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 to 
Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 
PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
5 PCT/US90/06436 (WO91/06667) by Skoultchi et al., each of which is incorporated by reference 
herein in its entirety. 

4.6 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 

10 comprising: the amino acid sequences set forth as any one of SEQ ID NO: 985-1968, 2953-3936, 
3943-3948 or 3955-3960 or an amino acid sequence encoded by any one of the nucleotide 
sequences SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954 or the corresponding full 
length or mature protein. Polypeptides of the invention also include polypeptides preferably with 
biological or immunological activity that are encoded by: (a) a polynucleotide having any one of 

15 the nucleotide sequences set forth in SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954 or 
(b) polynucleotides encoding any one of the amino acid sequences set forth as SEQ ID NO: 985- 
1968, 2953-3936, 3943-3948 or 3955-3960 or (c) polynucleotides that hybridize to the 
complement of the polynucleotides of either (a) or (b) under stringent hybridization conditions. 
The invention also provides biologically active or immunologically active variants of any of the 

20 amino acid sequences set forth as SEQ ID NO: 985-1968, 2953-3936, 3943-3948 or 3955-3960 
or the corresponding full length or mature protein; and "substantial equivalents" thereof (e.g., at 
least about 65%, at least about 70%, at least about 75%, at least about 80%, 81%, 82%, 83%, 
84%, more typically at least about 85%, 86%, 87%, 88%, 89%, and more typically at least about 
90%, 91%, 92%, 93%, 94%, and even more typically at least about 95%, 96%, 97%, 98%, 99%, 

25 sequence identity that retain biological activity. Polypeptides encoded by allelic variants may 
have a similar, increased, or decreased activity compared to polypeptides comprising SEQ ID 
NO: 985-1968, 2953-3936, 3943-3948 or 3955-3960. 

Fragments of the proteins of the present invention which are capable of exhibiting 
biological activity are also encompassed by the present invention. Fragments of the protein may 

30 be in linear form or they may be cyclized using known methods, for example, as described in H. 
U. Saragovi, et al., Bio/Technology 10, 773-778 (1992) and in R. S. McDowell, et al., J. Amer. 
Chem. Soc. 114, 9245-9253 (1992), both of which are incorporated herein by reference. Such 
fragments may be fused to carrier molecules such as immunoglobulins for many purposes, 
including increasing the valency of protein binding sites. 
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The present invention also provides both full-length and mature forms (for example, 

without a signal sequence or precursor sequence) of the disclosed proteins. The protein coding 

sequence is identified in the sequence listing by translation of the disclosed nucleotide 

sequences. The mature form of such protein may be obtained by expression of a full-length 

5 polynucleotide in a suitable mammalian cell or other host cell. The sequence of the mature form 

of the protein is also determinable from the amino acid sequence of the full-length form. Where 

proteins of the present invention are membrane bound, soluble forms of the proteins are also 

provided. In such forms, part or all of the regions causing the proteins to be membrane bound 

are deleted so that the proteins are fully secreted from the cell in which they are expressed. 

10 Protein compositions of the preset invention may further comprise an acceptable carrier, 

such as a hydrophilic, e.g., pharmaceutical^ acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the nucleic acid 
fragments of the present invention or by degenerate variants of the nucleic acid fragments of the 
present invention. By "degenerate variant" is intended nucleotide fragments which differ from a 

15 nucleic acid fragment of the present invention {e.g., an ORF) by nucleotide sequence but, due to 
the degeneracy of the genetic code, encode an identical polypeptide sequence. Preferred nucleic 
acid fragments of the present invention are the ORFs that encode proteins. 

A variety of methodologies known in the art can be utilized to obtain any one of the 
isolated polypeptides or proteins of the present invention. At the simplest level, the amino acid 

20 sequence can be synthesized using commercially available peptide synthesizers. The 

synthetically-constructed protein sequences, by virtue of sharing primary, secondary or tertiary 
structural and/or conformational characteristics with proteins may possess biological properties 
in common therewith, including protein activity. This technique is particularly useful in 
producing small peptides and fragments of larger polypeptides* Fragments are useful, for 

25 example, in generating antibodies against the native polypeptide. Thus, they may be employed 
as biologically active or immunological substitutes for natural, purified proteins in screening of 
therapeutic compounds and in immunological processes for the development of antibodies. 

The polypeptides and proteins of the present invention can alternatively be purified from 
cells which have been altered to express the desired polypeptide or protein. As used herein, a 

30 cell is said to be altered to express a desired polypeptide or protein when the cell, through genetic 
manipulation, is made to produce a polypeptide or protein which it normally does not produce or 
which the cell normally produces at a lower level. One skilled in the art can readily adapt 
procedures for introducing and expressing either recombinant or synthetic sequences into 
eukaryotic or prokaryotic cells in order to generate a cell which produces one of the polypeptides 

35 or proteins of the present invention. 
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The invention also relates to methods for producing a polypeptide comprising growing a 
culture of host cells of the invention in a suitable culture medium, and purifying the protein from 
the cells or the culture in which the cells are grown. For example, the methods of the invention 
include a process for producing a polypeptide in which a host cell containing a suitable 
5 expression vector that includes a polynucleotide of the invention is cultured under conditions that 
allow expression of the encoded polypeptide. The polypeptide can be recovered from the 
culture, conveniently from the culture medium, or from a lysate prepared from the host cells and 
further purified. Preferred embodiments include those in which the protein produced by such 
process is a full length or mature form of the protein. 

10 In an alternative method, the polypeptide or protein is purified from bacterial cells which 

naturally produce the polypeptide or protein. One skilled in the art can readily follow known 
methods for isolating polypeptides and proteins in order to obtain one of the isolated 
polypeptides or proteins of the present invention. These include, but are not limited to, 
immimochromatography, HPLC, size-exclusion chromatography, ion-exchange chromatography, 

1 5 and immuno-affinity chromatography. See, e.g. f Scopes, Protein Purification: Principles and 
Practice, Springer- Verlag (1994); Sambrook, et aL, in Molecular Cloning: A Laboratory 
Manual; Ausubel et aL, Current Protocols in Molecular Biology. Polypeptide fragments that 
retain biological/immunological activity include fragments comprising greater than about 100 
amino acids, or greater than about 200 amino acids, and fragments that encode specific protein 

20 domains. 

The purified polypeptides can be used in in vitro binding assays which are well known in 
the art to identify molecules which bind to the polypeptides. These molecules include but are not 
limited to, for e.g., small molecules, molecules from combinatorial libraries, antibodies or other 
proteins. The molecules identified in the binding assay are then tested for antagonist or agonist 

25 activity in in vivo tissue culture or animal models that are well known in the art. In brief, the 
molecules are titrated into a plurality of cell cultures or animals and then tested for either 
cell/animal death or prolonged survival of the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the peptides 
may be complexed with toxins, e.g., ricin or cholera, or with other compounds that are toxic to 

30 cells. The toxin-binding molecule complex is then targeted to a tumor or other cell by the 

specificity of the binding molecule for SEQ ID NO: 985-1968, 2953-3936, 3943-3948 or 3955- 
3960. 

The protein of the invention may also be expressed as a product of transgenic animals, 
e.g., as a component of the milk of transgenic cows, goats, pigs, or sheep which are characterized 
35 by somatic or germ cells containing a nucleotide sequence encoding the protein. 
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The proteins provided herein also include proteins characterized by amino acid sequences 
similar to those of purified proteins but into which modification are naturally provided or 
deliberately engineered. For example, modifications, in the peptide or DNA sequence, can be 
made by those skilled in the art using known techniques. Modifications of interest in the protein 
5 sequences may include the alteration, substitution, replacement, insertion or deletion of a 
selected amino acid residue in the coding sequence. For example, one or more of the cysteine 
residues may be deleted or replaced with another amino acid to alter the conformation of the 
molecule. Techniques for such alteration, substitution, replacement, insertion or deletion are 
well known to those skilled in the art (see, e.g., U.S. Pat No. 4,518,584). Preferably, such 

1 0 alteration, substitution, replacement, insertion or deletion retains the desired activity of the 

protein. Regions of the protein that are important for the protein function can be determined by 
various methods known in the art including the alanine-scanning method which involved 
systematic substitution of single or strings of amino acids with alanine, followed by testing the 
resulting danine-containing variant for biological activity. This type of analysis determines the 

1 5 importance of the substituted amino acid(s) in biological activity. Regions of the protein that are 
important for protein function may be determined by the eMATRDC program. 

Other fragments and derivatives of the sequences of proteins which would be expected to 
retain protein activity in whole or in part and are useful for screening or other immunological 
methodologies may also be easily made by those skilled in the art given the disclosures herein. 

20 Such modifications are encompassed by the present invention. 

The protein may also be produced by operably linking the isolated polynucleotide of the 
invention to suitable control sequences in one or more insect expression vectors, and employing 
an insect expression system. Materials and methods for baculovirus/insect cell expression 
systems are commercially available in kit form from, e.g., Invitrogen, San Diego, Calif., U.S.A. 

25 (the MaxBat™ kit), and such methods are well known in the art, as described in Summers and 
Smith, Texas Agricultural Experiment Station Bulletin No. 1555 (1987), incorporated herein by 
reference. As used herein, an insect cell capable of expressing a polynucleotide of the present 
invention is "transformed." 

The protein of the invention may be prepared by culturing transformed host cells under 

30 culture conditions suitable to express the recombinant protein. The resulting expressed protein 
may then be purified from such culture (i.e.> from culture medium or cell extracts) using known 
purification processes, such as gel filtration and ion exchange chromatography. The purification 
of the protein may also include an affinity column containing agents which will bind to the 
protein; one or more column steps over such affinity resins as concanavalin A-agarose, 

35 heparin-toyopearl™ or Cibacrom blue 3GA Sepharose™; one or more steps involving 
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hydrophobic interaction chromatography using such resins as phenyl ether, butyl ether, or propyl 
ether; or immunoaffinity chromatography. 

Alternatively, the protein of the invention may also be expressed in a foim which will 
facilitate purification. For example, it may be expressed as a fusion protein, such as those of 
5 maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin (TRX), or as a 
His tag. Kits for expression and purification of such fusion proteins are commercially available 
from New England BioLab (Beverly, Mass.), Pharmacia (Piscataway, N.J.) and Invitrogen, 
respectively. The protein can also be tagged with an epitope and subsequently purified by using 
a specific antibody directed to such epitope. One such epitope ("FLAG®") is commercially 

10 available from Kodak (New Haven, Conn.). 

Finally, one or more reverse-phase high performance liquid chromatography (RP- HPLC) 
steps employing hydrophobic RP-HPLC media, e.g., silica gel having pendant methyl or other 
aliphatic groups, can be employed to further purify the protein. Some or all of the foregoing 
purification steps, in various combinations, can also be employed to provide a substantially 

15 homogeneous isolated recombinant protein. The protein thus purified is substantially free of 

other mammalian proteins and is defined in accordance with the present invention as an "isolated 
protein." 

The polypeptides of the invention include analogs (variants). This embraces fragments, 
as well as peptides in which one or more amino acids has been deleted, inserted, or substituted. . 

20 Also, analogs of the polypeptides of the invention embrace fusions of the polypeptides or 

modifications of the polypeptides of the invention, wherein the polypeptide or analog is fused to 
another moiety or moieties, e.g., targeting moiety or another therapeutic agent. Such analogs 
may exhibit improved properties such as activity and/or stability. Examples of moieties which 
may be fused to the polypeptide or an analog include, for example, targeting moieties which 

25 provide for the delivery of polypeptide to pancreatic cells, e.g., antibodies to pancreatic cells, 
antibodies to immune cells such as T-cells, monocytes, dendritic cells, granulocytes, etc., as well 
as receptor and ligands expressed on pancreatic or immune cells. Other moieties which may be 
fused to the polypeptide include therapeutic agents which are used for treatment, for example, 
immunosuppressive drugs such as cyclosporin, SK506, azathioprine, CD3 antibodies and 

30 steroids. Also, polypeptides may be fused to immune modulators, and other cytokines such as 
alpha or beta interferon. 

4.6.1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE IDENTITY 
AND SIMILARITY 
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Preferred identity and/or similarity are designed to give the largest match between the 
sequences tested. Methods to determine identity and similarity are codified in computer 
programs including, but are not limited to, the GCG program package, including GAP 
(Devereux, J., et al., Nucleic Acids Research 12(1):387 (1984); Genetics Computer Group, 
5 University of Wisconsin, Madison, WI), BLAST?, BLASTN, BLASTX, FASTA (Altschul, S.F. 
et al., J. Molec. Biol. 215:403-410 (1990), PSI^BLAST (Altschul S.F. et al., Nucleic Acids Res. 
vol. 25, pp. 3389-3402, herein incorporated by reference), eMatrix software (Wu et al., J. Comp. 
Biol., Vol. 6, pp. 219-235 (1999), herein incorporated by reference), eMotif software (Nevill- 
Manning et al, ISMB-97, Vol. 4, pp. 202-209, herein incorporated by reference), pFam software 

10 (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1), pp. 320-322 (1998), herein incorporated by 
reference) and the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 1 57, pp. 
1 05-3 1 (1 982), incorporated herein by reference). The BLAST programs are publicly available 
from the National Center for Biotechnology Information (NCBI) and other sources (BLAST 
Manual, Altschul, S., et al. NCB NLM NIH Bethesda, MD 20894; Altschul, S., et al., J. Mol. 

15 Biol. 215:403-410 (1990). 

4.7 CHIMERIC AND FUSION PROTEINS 

The invention also provides chimeric or fusion proteins. As used herein, a "chimeric 
protein" or "fusion protein" comprises a polypeptide of the invention operatively linked to 
another polypeptide. Within a fusion protein the polypeptide according to the invention can 

20 correspond to all or a portion of a protein according to the invention. In one embodiment, a 
fusion protein comprises at least one biologically active portion of a protein according to the 
invention. In another embodiment, a fusion protein comprises at least two biologically active 
portions of a protein according to the invention. Within the fusion protein, the term "operatively 
linked" is intended to indicate that the polypeptide according to the invention and the other 

25 polypeptide are fused in-frame to each other. The polypeptide can be fused to the N-tenninus or 
C-terminus. 

For example, in one embodiment a fusion protein comprises a polypeptide according to 
the invention operably linked to the extracellular domain of a second protein. 
In another embodiment, the fusion protein is a GST-fusion protein in which the polypeptide 
30 sequences of the invention are fused to the C-terminus of the GST (i.e., glutathione 
S-transferase) sequences. 

In another embodiment, the fusion protein is an immunoglobulin fusion protein in which 
the polypeptide sequences according to the invention comprise one or more domains fused to 
sequences derived from a member of the immunoglobulin protein family. The immunoglobulin 
35 fusion proteins of the invention can be incorporated into pharmaceutical compositions and 
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administered to a subject to inhibit an interaction between a ligand and a protein of the invention 
on the surface of a cell, to thereby suppress signal transduction in vivo. The immunoglobulin 
fusion proteins can be used to affect the bioavailability of a cognate ligand. Inhibition of the 
ligand/protein interaction may be useful therapeutically for both the treatment of proliferative 
and differentiative disorders, e,g, cancer as well as modulating (e.g., promoting or inhibiting) 
cell survival. Moreover, the immunoglobulin fusion proteins of the invention can be used as 
immunogens to produce antibodies in a subject, to purify ligands, and in screening assays to 
identify molecules that inhibit the interaction of a polypeptide of the invention with a ligand. 

A chimeric or fusion protein of the invention can be produced by standard recombinant 
DNA techniques. For example, DNA fragments coding for the different polypeptide sequences 
are ligated together in-frame in accordance with conventional techniques, e.g., by employing 
blunt-ended or stagger-ended termini for ligation, restriction enzyme digestion to provide for 
appropriate termini, filling-in of cohesive ends as appropriate, alkaline phosphatase treatment to 
avoid undesirable joining, and enzymatic ligation. In another embodiment, the fusion gene can 
be synthesized by conventional techniques including automated DNA synthesizers. 
Alternatively, PCR amplification of gene fragments can be carried out using anchor primers that 
give rise to complementary overhangs between two consecutive gene fragments that can 
subsequently be annealed and reamplified to generate a chimeric gene sequence (see, for 
example, Ausubel et al. (eds.) Current Protocols in Molecular Biology, John Wiley & 
Sons, 1992). Moreover, many expression vectors are commercially available that already encode 
a fusion moiety (e.g., a GST polypeptide). A nucleic acid encoding a polypeptide of the 
invention can be cloned into such an expression vector such that the fusion moiety is linked 
in-frame to the protein of the invention. 

4.8 GENE THERAPY 

Mutations in the polynucleotides of the invention gene may result in loss of normal 
function of the encoded protein. The invention thus provides gene therapy to restore normal 
activity of the polypeptides of the invention; or to treat disease states involving polypeptides of 
the invention. Delivery of a functional gene encoding polypeptides of the invention to 
appropriate cells is effected ex vivo, in situ, or in vivo by use of vectors, and more particularly 
viral vectors (e.g., adenovirus, adeno-associated virus, or a retrovirus), or ex vivo by use of 
physical DNA transfer methods (e.g., liposomes or chemical treatments). See, for example, 
Anderson, Nature, supplement to vol. 392, no. 6679, pp.25-20 (1998). For additional reviews of 
gene therapy technology see Friedmann, Science, 244: 1275-1281 (1989); Veima, Scientific 
American: 68-84 (1990); and Miller, Nature, 357: 455-460 (1992). Introduction of any one of 
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the nucleotides of the present invention or a gene encoding the polypeptides of the present 
invention can also be accomplished with extrachromosomal substrates (transient expression) or 
artificial chromosomes (stable expression). Cells may also be cultured ex vivo in the presence of 
proteins of the present invention in order to proliferate or to produce a desired effect on or 
5 activity in such cells. Treated cells can then be introduced in vivo for therapeutic purposes. 
Alternatively, it is contemplated that in other human disease states, preventing the expression of 
or inhibiting the activity of polypeptides of the invention will be useful in treating the disease 
states. It is contemplated that antisense therapy or gene therapy could be applied to negatively 
regulate the expression of polypeptides of the invention. 

10 Other methods inhibiting expression of a protein include the introduction of antisense 

molecules to the nucleic acids of the present invention, their complements, or their translated RNA 
sequences, by methods known in the art Further, the polypeptides of the present invention can be 
inhibited by using targeted deletion methods, or the insertion of a negative regulatory element such 
as a silencer, which is tissue specific. 

1 5 The present invention still further provides cells genetically engineered in vivo to express the 

polynucleotides of the invention, wherein such polynucleotides are in operative association with a 
regulatory sequence heterologous to the host cell which drives expression of the polynucleotides in 
the cell. These methods can be used to increase or decrease the expression of the polynucleotides of 
the present invention. 

20 Knowledge of DNA sequences provided by the invention allows for modification of cells to 

. permit, increase, or decrease, expression of endogenous polypeptide. Cells can be modified (e.g., by 
homologous recombination) to provide increased polypeptide expression by replacing, in whole or 
in part, the naturally occurring promoter with all or part of a heterologous promoter so that the cells 
express the protein at higher levels . The heterologous promoter is inserted in such a manner that it is 

25 operatively linked to the desired protein encoding sequences. See, for example, PCT International 
Publication No. WO 94/12650, PCT International PubUcationNo. WO 92/20808, and PCT 
InternationalPublicationNo. WO 91/09955. It is also contemplated that, in addition to heterologous 
promoter DNA, amplifiable marker DNA (e.g., ada, dhfr, and the multifunctional CAD gene which 
encodes carbamyl phosphate synthase, aspartate transcarbamylase, and dihydroorotase) and/or 

30 intron DNA may be inserted along with the heterologous promoter DNA. If linked to the desired 
protein coding sequence, amplification of the marker DNA by standard selection methods results in 
co-amplification of the desired protein coding sequences in the cells. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control of 

35 inducible regulatory elements, in which case the regulatory sequences of the endogenous gene may 
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be replaced by homologous recombination. As described herein, gene targeting can be used to 
replace a gene's existing regulatory region with a regulatory sequence isolated from a different gene 
or a novel regulatory sequence synthesized by genetic engineering methods. Such regulatory 
sequences may be comprised of promoters, enhancers, scaffold-attachmentregions, negative 
5 regulatory elements, transcriptional initiation sites, regulatory protein binding sites or combinations 
of said sequences. Alternatively, sequences which affect the structure or stability of the RNA or 
protein produced may be replaced, removed, added, or otherwise modified by targeting. These 
sequences include polyadenylation signals, mRNA stability elements, splice sites, leader sequences 
for enhancing or modifying transport or secretion properties of the protein, or other sequences 

1 0 which alter or improve the function or stability of protein or RNA molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the gene 
under the control of the new regulatory sequence, e.g ti inserting a new promoter or enhancer or both 
upstream of a gene. Alternatively, the targeting event may be a simple deletion of a regulatory 
element, such as the deletion of a tissue-specific negative regulatory element. Alternatively, 1he 

1 5 targeting event may replace an existing element; for example, a tissue-specific enhancer can be 
replaced by an enhancerthat has broader or different cell-type specificity than the naturally 
occurring elements. Here, the naturally occurring sequences are deleted and new sequences are 
added. In all cases, the identification of the targeting event may be facilitated by the use of one or 
more selectable marker genes that are contiguous with the targeting DNA, allowing for the selection 

20 of cells in which the exogenous DNA. has integrated into the cell genome. The identification of the 
targeting event may also be facilitated by the use of one or more marker genes exhibiting the 
property of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting sequence, and 
such that a correct homologous recombination event with sequences in the host cell genome does 

25 not result in the stable integration of the negatively selectable marker. Markers useful for this 
purpose include the Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial 
xanthine-guanine phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance with this 
aspect of the invention are more particularly describedinU.S.PatentNo. 5,272,071 to Chappel; 

30 U.S. Patent No. 5,578,461 to Sherwin et aL; International ApphcationNo. PCT/US92/09627 
(WO93/09222) by Selden et aL; and International ApplicationNo. PCT/US90/06436 
(WO91/06667)by Skoultchi et aL, each of which is incorporated by reference herein in its entirety. 

4.9 TRANSGENIC ANIMALS 
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In preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244: 1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
5 control of exogenous or endogenous promoter elements, are known as transgenic animals. 
A ni m als in which an endogenous gene has been inactivated by homologous recombination are 
referred to as "knockout" animals. Knockout animals, preferably non-human mammals, can be 
prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. Transgenic 
animals are useful to determine the roles polypeptides of the invention play in biological 

10 processes, and preferably in disease states. Transgenic animals are useful as model systems to 
identify compounds that modulate lipid metabolism. Transgenic animals, preferably non-human 
mammals, are produced using methods as described in U.S. Patent No 5,489,743 and PCT 
Publication No. W094/28122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of a promoter of the 

1 5 polynucleotides of the invention is either activated or inactivated to alter the level of expression 
of the polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or even 
replacing the homologous promoter to provide for increased protein expression. The homologous 
promoter can be supplemented by insertion of one or more heterologous enhancer elements 

20 known to confer promoter activation in a particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to express 
polypeptides of the invention or that express a variant polypeptide. Such animals are useful as 
models for studying the in vivo activities of polypeptide as well as for studying modulators of the 

25 polypeptides of the invention. 

In preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 

30 control of exogenous or endogenous promoter elements, are known as transgenic animals.' 

Animals in which an endogenous gene has been inactivated by homologous recombination are 
referred to as "knockout" animals. Knockout animals, preferably non-human mammals, can be 
prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. Transgenic 
animals are useful to determine the roles polypeptides of the invention play in biological 

35 processes, and preferably in disease states. Transgenic animals are useful as model systems to 
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identify compounds that modulate lipid metabolism. Transgenic animals, preferably non-human 
mammals, are produced using methods as described in U.S. Patent No 5,489,743 and PCT 
Publication No. W094/28122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of the polynucleotides of the 
invention promoter is either activated or inactivated to alter the level of expression of the 
polypeptides of the invention. Inactivation can be carried out using homologous recombination 
methods described above. Activation can be achieved by supplementing or even replacing the 
homologous promoter to provide for increased protein expression. The homologous promoter 
can be supplemented by insertion of one or more heterologous enhancer elements known to 
confer promoter activation in a particular tissue. 

4.10 USES AND BIOLOGICAL ACTIVITY 

The polynucleotides and proteins of the present invention are expected to exhibit one or 
more of the uses or biological activities (including those associated with assays cited herein) 
identified herein. Uses or activities described for proteins of the present invention may be 
provided by administration or use of such proteins or of polynucleotides encoding such proteins 
(such as, for example, in gene therapies or vectors suitable for introduction of DNA). The 
mechanism underlying the particular condition or pathology will dictate whether the 
polypeptides of the invention, the polynucleotides of the invention or modulators (activators or 
inhibitors) thereof would be beneficial to the subject in need of treatment. Thus, "therapeutic 
compositions of the invention" include compositions comprising isolated polynucleotides 
(including recombinant DNA molecules, cloned genes and degenerate variants thereof) or 
polypeptides of the invention (including full length protein, mature protein and truncations or 
domains thereof), or compounds and other substances that modulate the overall activity of the 
target gene products, either at the level of target gene/protein expression or target protein 
activity. Such modulators include polypeptides, analogs, (variants), including fragments and 
fusion proteins, antibodies and other binding proteins; chemical compounds that directly or 
indirectly activate or inhibit the polypeptides of the invention (identified, e.g., via drug screening 
assays as described herein); antisense polynucleotides and polynucleotides suitable for triple 
helix formation; and in particular antibodies or other binding partners that specifically recognize 
one or more epitopes of the polypeptides of the invention. 

The polypeptides of the present invention may likewise be involved in cellular activation 
or in one of the other physiological pathways described herein. 

4.10,1 RESEARCH USES AND UTILITIES 
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The polynucleotides provided by the present invention can be used by the research 
community for various purposes. The polynucleotides can be used to express recombinant 
protein for analysis, characterization or therapeutic use; as markers for tissues in which the 
corresponding protein is preferentially expressed (either constitutively or at a particular stage of 
tissue differentiation or development or in disease states); as molecular weight markers on gels; 
as chromosome markers or tags (when labeled) to identify chromosomes or to map related gene 
positions; to compare with endogenous DNA sequences in patients to identify potential genetic 
disorders; as probes to hybridize and thus discover novel, related DNA sequences; as a source of 
information to derive PCR primers for genetic fingerprinting; as a probe to "subtract-out" known 
sequences in the process of discovering other novel polynucleotides; for selecting and making 
oligomers for attachment to a "gene chip" or other support, including for examination of 
expression patterns; to raise anti-protein antibodies using DNA immunization techniques; and as 
an antigen to raise anti-DNA antibodies or elicit another immune response. Where the 
polynucleotide encodes a protein which binds or potentially binds to another protein (such as, for 
example, in a receptor-ligand interaction), the polynucleotide can also be used in interaction trap 
assays (such as, for example, that described in Gyuris et aL, Cell 75:791-803 (1993)) to identify 
polynucleotides encoding the other protein with which binding occurs or to identify inhibitors of 
the binding interaction. 

The polypeptides provided by the present invention can similarly be used in assays to 
determine biological activity, including in a panel of multiple proteins for high-throughput 
screening; to raise antibodies or to elicit another immune response; as a reagent (including the 
labeled reagent) in assays designed to quantitatively determine levels of the protein (or its 
receptor) in biological fluids; as markers for tissues in which the corresponding polypeptide is 
preferentially expressed (either constitutively or at a particular stage of tissue differentiation or 
development or in a disease state); and, of course, to isolate correlative receptors or ligands. 
Proteins involved in these binding interactions can also be used to screen for peptide or small 
molecule inhibitors or agonists of the binding interaction. 

Any or all of these research utilities are capable of being developed into reagent grade or 
kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in the art. 
References disclosing such methods include without limitation "Molecular Cloning: A 
Laboratory Manual", 2d ed., Cold Spring Harbor Laboratory Press, Sambrook, J., E. F. Fritsch 
and T. Maniatis eds., 1989, and "Methods in Enzymology: Guide to Molecular Cloning 
Techniques", Academic Press, Berger, S. L. and A. R. Kimmel eds., 1987. 
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4.10.2 NUTRITIONAL USES 

Polynucleotides and polypeptides of the present invention can also be used as nutritional 
sources or supplements. Such uses include without limitation use as a protein or amino acid 
supplement, use as a carbon source, use as a nitrogen source and use as a source of carbohydrate. In 
such cases the polypeptide or polynucleotide of the invention can be added to the feed of a 
particular organism or can be administered as a separate solid or liquid preparation, such as in the 
form of powder, pills, solutions, suspensions or capsules. In the case of microorganisms, the 
polypeptide or polynucleotide of the invention can be added to the medium in or on which the 
microorganism is cultured. 



4.10.3 CYTOKINE AND CELL PROLIFERATION/DIFFERENTIATION 
ACTIVITY 

A polypeptide of the present invention may exhibit activity relating to cytokine, cell 
proliferation (either inducing or inhibiting) or cell differentiation (either inducing or inhibiting) 

15 activity or may induce production of other cytokines in certain cell populations. A 

polynucleotide of the invention can encode a polypeptide exhibiting such attributes. Many 
protein factors discovered to date, including all known cytokines, have exhibited activity in one 
or more factor-dependent cell proliferation assays, and hence the assays serve as a convenient 
confirmation of cytokine activity. The activity of therapeutic compositions of the present 

20 invention is evidenced by any one of a number of routine factor dependent cell proliferation 
assays for cell lines including, without limitation, 32D, DA2, DA1G, T10, B9, B9/1 1, BaF3, 
MC9/G, M+(preB M+), 2E8, RB5, DAI, 123, Tl 165, HT2, CTLL2, TF-1, Mo7e, CMK, 
HUVEC, and Caco. Therapeutic compositions of the invention can be used in the following: 
Assays for T-cell or thymocyte proliferation include without limitation those described 

25 in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, E. 
M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley-Interscience (Chapter 3, 
In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; Chapter 7, Immunologic studies in 
Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; Bertagnolli et al., J. Immunol. 
145:1706-1712, 1990; Bertagnolli et al, Cellular Immunology 133:327-341, 1991; Bertagnolli, 

30 et al., I. Immunol. 149:3778-3783, 1992; Bowman et al., I. Immunol. 152:1756-1761, 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node cells or 
thymocytes include, without limitation, those described in: Polyclonal T cell stimulation, 
Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. J. E. e.a. Coligan 
eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and Measurement of mouse 
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and human interleukin-y, Schreiber, R. D. In Current Protocols in Immunology. J. E. e.a. Coligan 
eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 1994. 

Assays for proliferation and differentiation of hematopoietic and lymphopoietic cells 
include, without limitation, those described in: Measurement of Human and Murine Interleukin 2 
5 and Interleukin 4, Bottomly, K., Davis, L. S. and Lipsky, P. E. In Current Protocols in 

Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.3.1-6.3.12, John Wiley and Sons, Toronto. 1991; 
deVries et al., J. Exp. Med. 173:1205-121 1, 1991; Moreau et al., Nature 336:690-692, 1988; 
Greenberger et al., Proc. Natl. Acad Sci. U.S.A. 80:2931-2938, 1983; Measurement of mouse 
and human interleukin 6— Nordan, R. In Current Protocols in Immunology. J, E. Coligan eds. Vol 

10 1 pp. 6.6.1-6.6.5, John Wiley and Sons, Toronto. 1991; Smith et al., Proc. Natl. Aced. Sci. 
U.S.A. 83:1857-1861, 1986; Measurement of human Interleukin 1 1-Bennett, F., Giannotti, J., 
Clark, S. C. and Turner, K. J. In Current Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 
6.15.1 John Wiley and Sons, Toronto. 1991; Measurement of mouse and human Interleukin ' 
9-Ciarletta, A., Giannotti, J., Clark, S. C. and Turner, K. J. In Current Protocols in Immunology. 

15 J. E. Coligan eds. Vol 1 pp. 6.13.1, John Wiley and Sons, Toronto. 1991. 

Assays for T-cell clone responses to antigens (which will identify, among others, proteins 
that affect APC-T cell interactions as well as direct T-cell effects by measuring proliferation and 
cytokine production) include, without limitation, those described in: Current Protocols in 
Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D, H. Margulies, E. M. Shevach, W Strober, 

20 Pub. Greene Publishing Associates and Wiley-Interscience (Chapter 3, In Vitro assays for Mouse 
Lymphocyte Function; Chapter 6, Cytokines and their cellular receptors; Chapter 7, 
Immunologic studies in Humans); Weinberger et al., Proc. Natl. Acad. Sci. USA 77:6091-6095, 
1980; Weinberger et al., Eur. J. Immun, 1 1:405-41 1, 1981; Takai et al., J. Immunol. 
137:3494-3500, 1986; Takai et al., J. Immunol. 140:508-512, 1988. 

25 

4.10.4 STEM CELL GROWTH FACTOR ACTIVITY 

A polypeptide of the present invention may exhibit stem cell growth factor activity and 
be involved in the proliferation, differentiation and survival of pluripotent and totipotent stem 
cells including primordial germ cells, embryonic stem cells, hematopoietic stem cells and/or 

30 germ line stem cells. Administration of the polypeptide of the invention to stem cells in vivo or 
ex vivo is expected to maintain and expand cell populations in a totipotential or pluripotential 
state which would be useful for re-engineering damaged or diseased tissues, transplantation, 
manufacture of bio-phannaceuticals and the development of bio-sensors. The ability to produce 
large quantities of human cells has important working applications for the production of human 

35 proteins which currently must be obtained from non-human sources or donors, implantation of 
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cells to treat diseases such as Parkinson's, Alzheimer's and other neurodegenerative diseases; 

tissues for grafting such as bone marrow, skin, cartilage, tendons, bone, muscle (including 

cardiac muscle), blood vessels, cornea, neural cells, gastrointestinal cells and others; and organs 

for transplantation such as kidney, liver, pancreas (including islet cells), heart and lung. 

5 It is contemplated that multiple different exogenous growth factors and/or cytokines may 

be administered in combination with the polypeptide of the invention to achieve the desired 

effect, including any of the growth factors listed herein, other stem cell maintenance factors, and 

specifically including stem cell factor (SCF), leukemia inhibitory factor (LIF), Flt-3 ligand (Fit- 

3L), any of the interleukins, recombinant soluble IL-6 receptor fused to IL-6, macrophage 

1 0 i n flam m atory protein 1-alpha (MP- 1 -alpha), G-CSF, GM-CSF, thrombopoietin (TPO), platelet 
factor 4 (PF-4), platelet-derived growth factoT (PDGF), neural growth factors and basic fibroblast 
growth factor (bFGF), 

Since totipotent stem cells can give rise to virtually any mature cell type, expansion of 
these cells in culture will facilitate the production of large quantities of mature cells. Techniques 

1 5 for culturing stem cells are known in the art and administration of polypeptides of the invention, 
optionally with other growth factors and/or cytokines, is expected to enhance the survival and 
proliferation of the stem cell populations. This can be accomplished by direct administration of 
the polypeptide of the invention to the culture medium. Alternatively, stroma cells transfected 
with a polynucleotide that encodes for the polypeptide of the invention can be used as a feeder 

20 layer for the stem cell populations in culture or in vivo. Stromal support cells for feeder layers 
may include embryonic bone marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or 
cultured embryonic fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to induce 
autocrine expression of the polypeptide of the invention. This will allow for generation of 

25 undifferentiated totipotential/pluripotential stem cell lines that are useful as is or that can then be 
differentiated into the desired mature cell types. These stable cell lines can also serve as a source 
of undifferentiated totipotential/pluripotential mRNA to create cDNA libraries and templates for 
polymerase chain reaction experiments. These studies would allow for the isolation and 
identification of differentially expressed genes in stem cell populations that regulate stem cell 

30 proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in the 
treatment of many pathological conditions. For example, polypeptides of the present invention 
may be used to manipulate stem cells in culture to give rise to neuroepithelial cells that can be 
used to augment or replace cells damaged by illness, autoimmune disease, accidental damage or 

35 genetic disorders. The polypeptide of the invention may be useful for inducing the proliferation 
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of neural cells and forthe regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and traumatic 
disorders which involve degeneration, death or trauma to neural cells or nerve tissue. In addition, 
the expanded stem cell populations can also be genetically altered for gene therapy purposes and 
5 to decrease host rejection of replacement tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also be 
manipulated to achieve controlled differentiation of the stem cells into more differentiated cell 
types. A broadly applicable method of obtaining pure populations of a specific differentiated 
cell type from undifferentiated stem cell populations involves the use of a cell-type specific 

10 promoter driving a selectable marker. The selectable marker allows only cells of the desired type 
to survive. For example, stem cells can be induced to differentiate into cardiomyocytes (Wobus 
et al., Differentiation, 48: 173-182, (1991); Klug et al., J. Clin. Invest, 98(1): 216-224, (1998)) 
or skeletal muscle cells (Browder, L. W. In: Principles of Tissue Engineering eds. Lanza et al., 
Academic Press (1 997)). Alternatively, directed differentiation of stem cells can be 

15 accomplished by culturing the stem cells in the presence of a differentiation factor such as 
retinoic acid and an antagonist of the polypeptide of the invention which would inhibit the 
effects of endogenous stem cell factor activity and allow differentiation to proceed. 

In vitro cultures of stem cells can be used to determine if the polypeptide of the invention 
exhibits stem cell growth factor activity. Stem cells are isolated from any one of various cell 

20 sources (including hematopoietic stem cells and embryonic stem cells) and cultured on a feeder 
layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 92: 7844-7848 (1995), in 
the presence of the polypeptide of the invention alone or in combination with other growth 
factors or cytokines. The ability of the polypeptide of the invention to induce stem cells 
proliferation is determined by colony formation on semi-solid support e.g. as described by 

25 Bernstein et al., Blood, 77: 2316-2321 (1991). 

4.10.5 HEMATOPOIESIS REGULATING ACTIVITY 

A polypeptide of the present invention may be involved in regulation of hematopoiesis 
and, consequently, in the treatment of myeloid or lymphoid cell disorders. Even marginal 

30 biological activity in support of colony forming cells or of factor-dependent cell lines indicates 
involvement in regulating hematopoiesis, e.g. in supporting the growth and proliferation of 
erythroid progenitor cells alone or in combination with other cytokines, thereby indicating utility, 
for example, in treating various anemias or for use in conjunction with irradiation/chemotherapy 
to stimulate the production of erythroid precursors and/or erythroid cells; in supporting the 

35 growth and proliferation of myeloid cells such as granulocytes and monocytes/macrophages (i.e., 
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traditional CSF activity) useful, for example, in conjunction with chemotherapy to prevent or 

treat consequent myelo-suppression; in supporting the growth and proliferation of 

megakaryocytes and consequently of platelets thereby allowing prevention or treatment of 

various platelet disorders such as thrombocytopenia, and generally for use in place of or 

5 complimentary to platelet transfusions; and/or in supporting the growth and proliferation of 

hematopoietic stem cells which are capable of maturing to any and all of the above-mentioned 

hematopoietic cells and therefore find therapeutic utility in various stem cell disorders (such as 

those usually treated with transplantation, including, without limitation, aplastic anemia and 

paroxysmal nocturnal hemoglobinuria), as well as in repopulating the stem cell compartment 

10 post irradiation/chemotherapy, either in-vivo or ex~vivo (i.e., in conjunction with bone marrow 

transplantation or with peripheral progenitor cell transplantation (homologous or heterologous)) 

as normal cells or genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 

Suitable assays for proliferation and differentiation of various hematopoietic lines are 

15 cited above. 

Assays for embryonic stem cell differentiation (which will identify, among others, 
proteins that influence embryonic differentiation hematopoiesis) include, without limitation, 
those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller et al., Molecular 
and Cellular Biology 13:473-486, 1993; McClanahan et al., Blood 81:2903-2915, 1993. 

20 Assays for stem cell survival and differentiation (which will identify, among others, 

proteins that regulate lympho-hematopoiesis) include, without limitation, those described in: 
Methylcellulose colony forming assays, Freshney, M. G. In Culture of Hematopoietic Cells. R. L 
Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New York, N.Y. 1994; Hirayama et al., 
Proc. Natl. Acad. Sci. USA 89:5907-591 1, 1992; Primitive hematopoietic colony forming cells 

25 with high proliferative potential, McNiece, I. K. and Briddell, R. A. In Culture of Hematopoietic 
Cells. R. I. Freshney, et al. eds. Vol pp. 23-39, Wiley-Liss, Inc., New York, N.Y. 1994; Neben et 
al., Experimental Hematology 22:353-359, 1994; Cobblestone area forming cell assay, 
Ploemacher, R. E. In Culture of Hematopoietic Cells. R. L Freshney, et al. eds. Vol pp. 1-21, 
Wiley-Liss, Inc., New York, N.Y. 1994; Long term bone marrow cultures in the presence of 

30 stromal cells, Spooncer, E., Dexter, M. and Allen, T. In Culture of Hematopoietic Cells. R. I. 

Freshney, et al. eds. Vol pp. 163-179, Wiley-Liss, Inc., New York, N.Y. 1994; Long term culture 
initiating cell assay, Sutherland, H. J. In Culture of Hematopoietic Cells. R. I. Freshney, et al. 
eds. Vol pp. 139-162, Wiley-Liss, Inc., New York, N.Y. 1994. 

35 4.10.6 TISSUE GROWTH ACTIVITY 
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A polypeptide of the present invention also may be involved in bone, cartilage, tendon, 
ligament and/or nerve tissue growth or regeneration, as well as in wound healing and tissue 
repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone growth in 
5 circumstances where bone is not normally formed, has application in the healing of bone 
fractures and cartilage damage or defects in humans and other animals. Compositions of a 
polypeptide, antibody, binding partner, or other modulator of the invention may have 
prophylactic use in closed as well as open fracture reduction and also in the improved fixation of 
artificial joints. De novo bone formation induced by an osteogenic agent contributes to the repair 
10 of congenital, trauma induced, or oncologic resection induced craniofacial defects, and also is 
useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming cells, 
stimulating growth of bone-forming cells, or inducing differentiation of progenitors of 
bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative disorders, or 
15 periodontal disease, such as through stimulation of bone and/or cartilage repair or by blocking 
inflammation or processes of tissue destruction (collagenase activity, osteoclast activity, etc.) 
mediated by inflammatory processes may also be possible using the composition of the 
invention. 

Another category of tissue regeneration activity that may involve the polypeptide of the 

20 present invention is tendon/ligament formation. Induction of tendon/ligament-like tissue or 

other tissue formation in circumstances where such tissue is not normally formed, has application 
in the healing of tendon or ligament tears, deformities and other tendon or ligament defects in 
humans and other animals. Such a preparation employing a tendon/ligament-like tissue inducing 
protein may have prophylactic use in preventing damage to tendon or ligament tissue, as well as 

25 use in the improved fixation of tendon or ligament to bone or other tissues, and in repairing 

defects to tendon or ligament tissue. De novo tendon/ligament-like tissue formation induced by 
a composition of the present invention contributes to the repair of congenital, trauma induced, or 
other tendon or ligament defects of other origin, and is also useful in cosmetic plastic surgery for 
attachment or repair of tendons or ligaments. The compositions of the present invention may 

30 provide environment to attract tendon- or ligament-forming cells, stimulate growth of tendon- or 
ligament-forming cells, induce differentiation of progenitors of tendon- or ligament-forming 
cells, or induce growth of tendon/ligament cells or progenitors ex vivo for return in vivo to effect 
tissue repair. The compositions of the invention may also be useful in the treatment of tendinitis, 
carpal tunnel syndrome and other tendon or ligament defects. The compositions may also include 

35 an appropriate matrix and/or sequestering agent as a carrier as is well known in the art. 
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The compositions of the present invention may also be useful fox proliferation of neural 

cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central and peripheral 

nervous system diseases and neuropathies, as well as mechanical and traumatic disorders, which 

involve degeneration, death or trauma to neural cells or nerve tissue. More specifically, a 

5 composition may be used in the treatment of diseases of the peripheral nervous system, such as 

peripheral nerve injuries, peripheral neuropathy and localized neuropathies, and central nervous 

system diseases, such as Alzheimer's, Parkinson's disease, Huntington's disease, amyotrophic 

lateral sclerosis, and Shy-Drager syndrome. Further conditions which may be treated in 

accordance with the present invention include mechanical and traumatic disorders, such as spinal 

10 cord disorders, head trauma and cerebrovascular diseases such as stroke. Peripheral neuropathies 

resulting from chemotherapy or other medical therapies may also be treatable using a 

composition of the invention. 

Compositions of the invention may also be useful to promote better or fester closure of 

non-healing wounds, including without limitation pressure ulcers, ulcers associated with vascular 

1 5 insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation or 

regeneration of other tissues, such as organs (including, for example, pancreas, liver, intestine, 

kidney, skin, endothelium), muscle (smooth, skeletal or cardiac) and vascular (including vascular 

endothelium) tissue, or for promoting the growth of cells comprising such tissues. Part of the 

20 desired effects may be by inhibition or modulation of fibrotic scarring may allow normal tissue 

to regenerate. A polypeptide of the present invention may also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 

regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues, and 

conditions resulting from systemic cytokine damage. 

25 A composition of the present invention may also be useful for promoting or inhibiting 

differentiation of tissues described above from precursor tissues or cells; or for inhibiting the 

growth of tissues described above. 

Therapeutic compositions of the invention can be used in the following: 

Assays for tissue generation activity include, without limitation, those described in: 

30 International Patent Publication No. W095/1 6035 (bone, cartilage, tendon); International Patent 

Publication No. WO95/05846 (nerve, neuronal); International Patent Publication No. 

WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described in: Winter, 

Epidermal Wound Healing, pps. 71-112 (Maibach, H. I. and Rovee, D. T,, eds.)> Year Book 
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Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. Invest. Deimatol 
71:382-84(1978). 



4.10,7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 
5 A polypeptide of the present invention may also exhibit immune stimulating or immune 

suppressing activity, including without limitation the activities for which assays are described 
herein. A polynucleotide of the invention can encode a polypeptide exhibiting such activities. A 
protein may be useful in the treatment of various immune deficiencies and disorders (including 
severe combined immunodeficiency (SCID)), e.g., in regulating (up or down) growth and 

1 0 proliferation of T and/or B lymphocytes, as well as effecting the cytolytic activity of NK cells 
and other cell populations. These immune deficiencies may be genetic or be caused by viral (e.g., 
HIV) as well as bacterial or fungal infections, or may result from autoimmune disorders. More 
specifically, infectious diseases causes by viral, bacterial, fungal or other infection may be 
treatable using a protein of the present invention, including infections by HIV, hepatitis viruses, 

1 5 herpes viruses, mycobacteria, Leishmania spp., malaria spp. and various fungal infections such 
as candidiasis. Of course, in this regard, proteins of the present invention may also be useful 
where a boost to the immune system generally may be desirable, i.e., in the treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present invention 
include, for example, connective tissue disease, multiple sclerosis, systemic lupus erythematosus, 

20 rheumatoid arthritis, autoimmune pulmonary inflammation, Guillain-Barre syndrome, 

autoimmune thyroiditis, insulin dependent diabetes mellitis, myasthenia gravis, graft-versus-host 
disease and autoimmune inflammatory eye disease. Such a protein (or antagonists thereof, 
including antibodies) of the present invention may also to be useful in the treatment of allergic 
reactions and conditions (e.g., anaphylaxis, serum sickness, drug reactions, food allergies, insect 

25 venom allergies, mastocytosis, allergic rhinitis, hypersensitivity pneumonitis, urticaria, 
angioedema, eczema, atopic dermatitis, allergic contact dermatitis, erythema multiforme, 
Stevens- Johnson syndrome, allergic conjunctivitis, atopic keratoconjunctivitis, venereal 
keratoconjunctivitis, giant papillary conjunctivitis and contact allergies), such as asthma 
(particularly allergic asthma) or other respiratory problems. Other conditions, in which immune 

30 suppression is desired (including, for example, organ transplantation), may also be treatable 
using a protein (or antagonists thereof) of the present invention. The therapeutic effects of the 
polypeptides or antagonists thereof on allergic reactions can be evaluated by in vivo animals 
models such as the cumulative contact enhancement test (Lastbom et al, Toxicology 125: 59-66, 
1998), skin prick test (Hof&nann et al., Allergy 54: 446-54, 1999), guinea pig skin sensitization 
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test (Vohr et aL, Arch. Toxocol. 73: 501-9), and murine local lymph node assay (Kimber et al., 
J. Toxicol. Environ. Health 53: 563-79). 

Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form of inhibiting or blocking an 
immune response already in progress or may involve preventing the induction of an immune 
response. The functions of activated T cells may be inhibited by suppressing T cell responses or 
by inducing specific tolerance in T cells, or both. Immunosuppression of T cell responses is 
generally an active, non-antigen-specific, process which requires continuous exposure of the T 
cells to the suppressive agent. Tolerance, which involves inducing non-responsiveness or anergy 
in T cells, is distinguishable from immunosuppression in that it is generally antigen-specific and 
persists after exposure to the tolerizing agent has ceased. Operationally, tolerance can be 
demonstrated by the lack of a T cell response upon reexposure to specific antigen in the absence 
of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 
limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing high 
level lymphokine synthesis by activated T cells, will be useful in situations of tissue, skin and 
organ transplantation and in graft-versus-host disease (GVHD). For example, blockage of T cell 
function should result in reduced tissue destruction in tissue transplantation. Typically, in tissue 
transplants, rejection of the transplant is initiated through its recognition as foreign by T cells, 
followed by an immune reaction that destroys the transplant. The administration of a therapeutic 
composition of the invention may prevent cytokine synthesis by immune cells, such as T cells, 
and thus acts as an immunosuppressant Moreover, a lack of costimulation may also be sufficient 
to anergize the T cells, thereby inducing tolerance in a subject Induction of long-term tolerance 
by B lymphocyte antigen-blocking reagents may avoid the necessity of repeated administration 
of these blocking reagents. To achieve sufficient immunosuppression or tolerance in a subject, it 
may also be necessary to block the function of a combination of B lymphocyte antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 
humans. Examples of appropriate systems which can be used include allogeneic cardiac grafts in 
rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been used to examine 
the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as described in Lenschow et 
al., Science 257:789-792 (1992) and Turka et al., Proc. Natl. Acad. Sci USA, 89:1 1 102-1 1 105 
(1992). In addition, murine models of GVHD (see Paul ed., Fundamental Immunology, Raven 
Press, New York, 1989, pp. 846-847) can be used to determine the effect of therapeutic 
compositions of the invention on the development of that disease. 
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Blocking antigen function may also be therapeutically useful for treating autoimmune 
diseases. Many autoimmune disorders are the result of inappropriate activation of T cells that are 
reactive against self tissue and which promote the production of cytokines and autoantibodies 
involved in the pathology of the diseases. Preventing the activation of autoreactive T cells may 
5 reduce or eliminate disease symptoms. Administration of reagents which block stimulation of T 
cells can be used to inhibit T cell activation and prevent production of autoantibodies or T 
cell-derived cytokines which may be involved in the disease process. Additionally, blocking 
reagents may induce antigen-specific tolerance of autoreactive T cells which could lead to 
long-term relief from the disease. The efficacy of blocking reagents in preventing or alleviating 

10 autoimmune disorders can be determined using a number of well-characterized animal models of 
human autoimmune diseases. Examples include murine experimental autoimmune encephalitis, 
systemic lupus erythmatosis in MRL/lpr/lpr mice or NZB hybrid mice, murine autoimmune 
collagen arthritis, diabetes mellitus in NOD mice and BB rats, and murine experimental 
myasthenia gravis (see Paul ed., Fundamental Immunology, Raven Press, New York, 1989, pp. 

15 840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a means 
of up regulating immune responses, may also be useful in therapy. Upregulation of immune 
responses may be in the form of enhancing an existing immune response or eliciting an initial 
inimune response. For example, enhancing an immune response may be useful in cases of viral 

20 infection, including systemic viral diseases such as influenza, the common cold, and encephalitis. 
Alternatively, anti-viral immune responses may be enhanced in an infected patient by 
removing T cells from the patient, costimulating the T cells in vitro with viral antigen-pulsed 
APCs either expressing a peptide of the present invention or together with a stimulatory form of 
a soluble peptide of the present invention and reintroducing the in vitro activated T cells into the 

25 patient. Another method of enhancing anti-viral immune responses would be to isolate infected 
cells from a patient, transfect them with a nucleic acid encoding a protein of the present 
invention as described herein such that the cells express all or a portion of the protein on their 
surface, and reintroduce the transfected cells into the patient. The infected cells would now be 
capable of delivering a costimulatory signal to, and thereby activate, T cells in vivo. 

30 A polypeptide of the present invention may provide the necessary Stimulation signal to T 

cells to induce a T cell mediated immune response against the transfected tumor cells. In 
addition, tumor cells which lack MHC class I or MHC class II molecules, or which fail to 
reexpress sufficient mounts of MHC class I or MHC class II molecules, can be transfected with 
nucleic acid encoding all or a portion of (e.g., a cytoplasmic-domain truncated portion) of an 

35 MHC class I alpha chain protein and P2 microglobulin protein or an MHC class II alpha chain 
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protein and an MHC class II beta chain protein to thereby express MHC class I or MHC class II 
proteins on the cell surface. Expression of the appropriate class I or class II MHC in conjunction 
with a peptide having the activity of a B lymphocyte antigen (e.g., B7-1, B7-2, B7-3) induces a T 
cell mediated immune response against the transfected tumor cell. Optionally, a gene encoding 
5 an antisense construct which blocks expression of an MHC class II associated protein, such as 
the invariant chain, can also be cotransfected with a DNA encoding a peptide having the activity 
of a B lymphocyte antigen to promote presentation of tumor associated antigens and induce 
tumor specific immunity. Thus, the induction of a T cell mediated immune response in a human 
subject mgy be sufficient to overcome tumor-specific tolerance in the subject. 
1 0 The activity of a protein of the invention may, among other means, be measured by the 

following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without limitation, 
those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. 
H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
15 Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3 .1-3.19; 
Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. Nad. Acad. Sci. USA 
78:2488-2492, 1981; Herrmann et al., J. Immunol. 128:1968-1974, 1982; Handa et al., J. 
' Immunol. 135:1564-1572, 1985; Takai et al., I. Immunol. 137:3494-3500, 1986; Takai et al., J. 
Immunol. 140:508-512, 1988; Bowman et al., J. Virology 61:1992-1998; Bertagnolli et al., 
20 Cellular Immunology 133:327-341, 1991; Brown et al., J. Immunol. 153:3079-3092, 1994. 

Assays for T-cell-dependent immunoglobulin responses and isotype switching (which 
will identify, among others, proteins that modulate T-cell dependent antibody responses and that 
affect Thl/Th2 profiles) include, without limitation, those described in: Maliszewski, J. 
Immunol. 144:3028-3033, 1990; and Assays for B cell function: In vitro antibody production, 
25 Mond, J. J. and Brunswick, M. In Current Protocols in Immunology. J. E. e.a, Coligan eds. Vol 1 
pp. 3.8.1-3.8.16, John Wiley and Sons, Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among others, proteins 
that generate predominantly Thl and CTL responses) include, without limitation, those described 
in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, E. 
30 M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley-Interscience (Chapter 3, 
In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; Chapter 7, immunologic studies in 
Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; Takai et al., J. Immunol. 140:508-512, 
1988; Bertagnolli et al., I Immunol. 149:3778-3783, 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins expressed by 
35 dendritic cells that activate naive T-cells) include, without limitation, those described in: Guery 
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The activity of a polypeptide of the invention may, among other means, be measured by 
the following methods. 

Assays for activin/inhibin activity include, without limitation, those described in: Vale et 
al., Endocrinology 91 :562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale et al., Nature 
5 321:776-779, 1986; Mason et al., Nature 318:659-663, 1985; Forage et al., Proc. Natl. Acad. Sci. 
USA 83:3091-3095, 1986. 



4.10.9 CHEMOTACTIC/CHEMOKENETIC ACTIVITY 

A polypeptide of the present invention may be involved in chemotactic or chemokinetic 

10 activity for mammalian cells, including, for example, monocytes, fibroblasts, neutrophils, 
T-cells, mast cells, eosinophils, epithelial and/or endothelial cells. A polynucleotide of the 
invention can encode a polypeptide exhibiting such attributes. Chemotactic and chemokinetic 
receptor activation can be used to mobilize or attract a desired cell population to a desired site of 
action. Chemotactic or chemokinetic compositions (e.g. proteins, antibodies, binding partners, or 

15 modulators of the invention) provide particular advantages in treatment of wounds and other 
trauma to tissues, as well as in treatment of localized infections. For example, attraction of 
lymphocytes, monocytes or neutrophils to tumors or sites of infection may result in improved 
immune responses against the tumor or infecting agent 

A protein or peptide has chemotactic activity for a particular cell population if it can 

20 stimulate, directly or indirectly, the directed orientation or movement of such cell population. 
Preferably, the protein or peptide has the ability to directly stimulate directed movement of cells. 
Whether a particular protein has chemotactic activity for a population of cells can be readily 
determined by employing such protein or peptide in any known assay for cell chemotaxis. 
Therapeutic compositions of 1he invention can be used in the following: 

25 Assays for chemotactic activity (which will identify proteins that induce or prevent 

chemotaxis) consist of assays that measure the ability of a protein to induce the migration of cells 
across a membrane as well as the ability of a protein to induce the adhesion of one cell 
population to another cell population. Suitable assays for movement and adhesion include, 
without limitation, those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. 

30 M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates 
and Wiley-Interscience (Chapter 6.12, Measurement of alpha and beta Chemokines 
6.12.1-6.12.28; Taub et al. J. Clin. Invest. 95:1370-1376, 1995; Lind et al. APMIS 103:140-146, 
1995; Muller et al Eur. J. Immunol. 25:1744-1748; Gruber et al. J. of Immunol. 152:5860-5867, 
1994; Johnston et al. J. of Immunol. 153:1762-1768, 1994. 
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4,10.10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 

A polypeptide of the invention may also be involved in hemostatis or thrombolysis or 
thrombosis. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Compositions may be useful in treatment of various coagulation disorders (including 
5 hereditary disorders, such as hemophilias) or to enhance coagulation and other hemostatic events 
in treating wounds resulting from trauma, surgery or other causes. A composition of the 
invention may also be useful for dissolving or inhibiting formation of thromboses and for 
treatment and prevention of conditions resulting therefrom (such as, for example, infarction of 
cardiac and central nervous system vessels (e.g., stroke). 
10 Therapeutic compositions of the invention can be used in the following: 

Assay for hemostatic and thrombolytic activity include, without limitation, those 
described in: Linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al, Thrombosis Res. 
45:413-419, 1987; Humphrey et al., Fibrinolysis 5:71-79 (1991); Schaub, Prostaglandins 
35:467-474, 1988. 

15 

4J0.11 CANCER DIAGNOSIS AND THERAPY 

Polypeptides of the invention may be involved in cancer cell generation, proliferation or 
metastasis. Detection of the presence or amount of polynucleotides or polypeptides of the 
invention may be useful for the diagnosis and/or prognosis of one or more types of cancer. For 

20 example, the presence or increased expression of a polynucleotide/polypeptide of the invention 
may indicate a hereditary risk of cancer, a precancerous condition, or an ongoing malignancy. 
Conversely, a defect in the gene or absence of the polypeptide may be associated with a cancer 
condition. Identification of single nucleotide polymorphisms associated with cancer or a 
predisposition to cancer may also be useftd for diagnosis or prognosis. 

25 Cancer treatments promote tumor regression by inhibiting tumor cell proliferation, 

inhibiting angiogenesis (growth of new blood vessels that is necessary to support tumor growth) 
and/or prohibiting metastasis by reducing tumor cell motility or invasiveness. Therapeutic 
compositions of the invention may be effective in adult and pediatric oncology including in solid 
phase tumors/malignancies, locally advanced tumors, human soft tissue sarcomas, metastatic 

30 cancer, including lymphatic metastases, blood cell malignancies including multiple myeloma, 
acute and chronic leukemias, and lymphomas, head and neck cancers including mouth cancer, 
larynx cancer and thyroid cancer, lung cancers including small cell carcinoma and non-small cell 
cancers, breast cancers including small cell carcinoma and ductal carcinoma, gastrointestinal 
cancers including esophageal cancer, stomach cancer, colon cancer, colorectal cancer and polyps 

35 associated with colorectal neoplasia, pancreatic cancers, liver cancer, urologic cancers including 
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bladder cancer and prostate cancer, malignancies of the female genital tract including ovarian 
carcinoma, uterine (including endometrial) cancers, and solid tumor in the ovarian follicle, 
kidney cancers including renal cell carcinoma, brain cancers including intrinsic brain tumors, 
neuroblastoma, astrocytic brain tumors, gliomas, metastatic tumor cell invasion in the central 
5 nervous system, bone cancers including osteomas, skin cancers including malignant melanoma, 
tumor progression of human skin keratinocytes, squamous cell carcinoma, basal cell carcinoma, 
hemangiopericytoma and Karposi's sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention (including 
inhibitors and stimulators of the biological activity of the polypeptide of the invention) may be 

1 0 administered to treat cancer. Therapeutic compositions can be administered in therapeutically 
effective dosages alone or in combination with adjuvant cancer therapy such as surgery, 
chemotherapy, radiotherapy, thermotherapy, and laser therapy, and may provide a beneficial 
effect, e.g. reducing tumor size, slowing rate of tumor growth, inhibiting metastasis, or otherwise 
improving overall clinical condition, without necessarily eradicating the cancer. 

1 5 The composition can also be administered in therapeutically effective amounts as a 

portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the polypeptide or 
modulator of the invention with one or more anti-cancer drugs in addition to a pharmaceutically 
acceptable carrier for delivery. The use of anti-cancer cocktails as a cancer treatment is routine. 
Anti-cancer drugs that are well known in the art and can be used as a treatment in combination 

20 with the polypeptide or modulator of the invention include: Actinomycin D, Aminoglutethimide, 
Asparaginase, Bleomycin, Busulfan, Carboplatin, Cannustine, Chlorambucil, Cisplatin (pis- 
DDP), Cyclophosphamide, Cytarabine HC1 (Cytosine arabinoside), Dacarbazine, Dactinomycin, 
Daunorubicin HC1, Doxorubicin HC1, Estramustine phosphate sodium, Etoposide (V16-213), 
Floxuridine, 5-Fluorouracil (5-Fu), Flutamide, Hydroxyurea (hydroxycarbamide), Ifosfamide, 

25 Interferon Alpha-2a, Interferon Alpha-2b 5 Leuprolide acetate (LHRH-releasing factor analog), 
Lomustine, Mechlorethamine HC1 (nitrogen mustard), Melphalan, Mercaptopurine, Mesna, 
Methotrexate (MTX), Mitomycin, Mitoxantrone HC1, Octreotide, Plicamycin, Procarbazine HC1, 
Streptozocin, Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine sulfate, Vincristine sulfate, 
Amsacrine, Azacitidine, Hexamethylmelamine, Interleukin-2, Mitoguazone, Pentostatin, 

30 Semustine, Teniposide, and Vindesine sulfate. 

In addition, therapeutic compositions of the invention may be used for prophylactic 
treatment of cancer. There are hereditary conditions and/or environmental situations (e.g. 
exposure to carcinogens) known in the art that predispose an individual to developing cancers. 
Under these circumstances, it may be beneficial to treat these individuals with therapeutically 

35 effective doses of the polypeptide of the invention to reduce the risk of developing cancers. 
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et al., J. Immunol. 134:536-544, 1995; Inaba et al., Journal of Experimental Medicine 
173:549-559, 1991; Macatonia et al., Journal of Immunology 154:5071-5079, 1995; Porgador et 
al., Journal of Experimental Medicine 1 82:255-260, 1995; Nair et al., Journal of Virology 
67:4062-4069, 1993; Huang et al., Science 264:961-965, 1994; Macatonia et al., Journal of 
5 Experimental Medicine 1 69: 1255-1264, 1 989; Bhardwaj et al., Journal of Clinical Investigation 
94:797-807, 1994; and Inaba et al., Journal of Experimental Medicine 172:631-640, 1990. 

Assays for lymphocyte survival/apoptosis (which will identify, among others, proteins 
that prevent apoptosis after superantigen induction and proteins that regulate lymphocyte 
homeostasis) include, without limitation, those described in: Darzynkiewicz et al., Cytometry 

10 13:795-808, 1992; Gorczyca et al., Leukemia 7:659-670, 1993; Gorczyca et al., Cancer Research 
53:1945-1951, 1993; Itoh et al., Cell 66:233-243, 1991; Zacharchuk, Journal of Immunology 
145:4037-4045, 1990; Zamai et al., Cytometry 14:891-897, 1993; Gorczyca et al., International 
Journal of Oncology 1 :639-648, 1992. 

Assays for proteins that influence early steps of T-cell commitment and development 

1 5 include, without limitation, those described in: Antica et al., Blood 84: 1 1 1 -1 17, 1 994; Fine et al., 
Cellular Immunology 155:1 1 1-122, 1994; Galy et al., Blood 85:2770-2778, 1995; Told et al., 
Proc. Nat. Acad Sci. USA 88:7548-7551, 1991. 

4.10.8 ACTIVIN/INHIBIN ACTIVITY 

20 A polypeptide of the present invention may also exhibit activin- or inhibin-related 

activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 
stimulating hormone (FSH), while activins and are characterized by their ability to stimulate the 
release of follicle stimulating hormone (FSH). Thus, a polypeptide of the present invention, 

25 alone or in heterodimers with a member of the inhibin family, may be useful as a contraceptive 
based on the ability of inhibins to decrease fertility in female mammals and decrease 
spermatogenesis in male mammals. Administration of sufficient amounts of other inhibins can 
induce infertility in these mammals. Alternatively, the polypeptide of the invention, as a 
homodimer or as a heterodimer with other protein subunits of the inhibin group, may be useful as 

30 a fertility inducing therapeutic, based upon the ability of activin molecules in stimulating FSH 
release from cells of the anterior pituitary. See, for example, U.S. Pat. No. 4,798,885. A 
polypeptide of the invention may also be useful for advancement of the onset of fertility in 
sexually immature mammals, so as to increase the lifetime reproductive performance of domestic 
animals such as, but not limited to, cows, sheep and pigs. 
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In vitro models can be used to determine the effective doses of the polypeptide of the 

invention as a potential cancer treatment. These in vitro models include proliferation assays of 

cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, (1987) Culture of 

Animal Cells: A Manual of Basic Technique, Wily-Liss, New York, NY Ch 18 and Ch 21), 

5 tumor systems in nude mice as described in Giovanella et al., J. Natl. Can. Inst., 52: 921-30 

(1974), mobility and invasive potential of tumor cells in Boyden Chamber assays as described in 

Pilkington et al., Anticancer Res., 17: 4107-9 (1997), and angiogenesis assays such as induction 

of vascularization of the chick chorioallantoic membrane or induction of vascular endothelial 

cell migration as described in Ribatta et al., Intl. L Dev. Biol., 40: 1 1 89-97 (1999) and Li et al., 

1 0 Clin. Exp. Metastasis, 1 7:423-9 (1 999), respectively. Suitable tumor cells lines are available, 

e.g. from American Type Tissue Culture Collection catalogs. 



4.10.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as receptor, 
1 5 receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide of the 
invention can encode a polypeptide exhibiting such characteristics. Examples of such receptors 
and ligands include, without limitation, cytokine receptors and their ligands, receptor kinases and 
their ligands, receptor phosphatases and their ligands, receptors involved in cell-cell interactions 
and their ligands (including without limitation, cellular adhesion molecules (such as selectins, 
20 . integrins and their ligands) and receptor/ligand pairs involved in antigen presentation, antigen 
recognition and development of cellular and humoral immune responses. Receptors and ligands 
are also useful for screening of potential peptide or small molecule inhibitors of the relevant 
receptor/ligand interaction. A protein of the present invention (including, without limitation, 
fragments of receptors and ligands) may themselves be useful as inhibitors of receptor/ligand 
25 interactions. 

The activity of a polypeptide of the invention may, among other means, be measured by 
the following methods: 

Suitable assays for receptor-ligand activity include without limitation those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, E. M. 
30 Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- Interscience (Chapter 7.28, 
Measurement of Cellular Adhesion under static conditions 7.28.1- 7.28.22), Takai et al., Proc. 
Natl. Acad. Sci. USA 84:6864-6868, 1987; Bierer et al., J. Exp. Med. 168:1145-1156, 1988; 
Rosenstein et al., J. Exp. Med. 169:149-160 1989; Stoltenborg et al., J. Immunol. Methods 
175:59-68, 1994; Stitt et al., Cell 80:661-670, 1995. 
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By way of example, the polypeptides of the invention may be used as a receptor for a 
ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may be identified 
through binding assays* affinity chromatography, dihybrid screening assays, BIAcore assays, gel 
overlay assays, or other methods known in the art 
5 Studies characterizing drugs or proteins as agonist or antagonist or partial agonists or a 

partial antagonist require the use of other proteins as competing ligands. The polypeptides of the 
present invention or ligand(s) thereof may be labeled by being coupled to radioisotopes, 
colorimetric molecules or a toxin molecules by conventional methods. ("Guide to Protein 
Purification" Murray P. Deutscher (ed) Methods in Enzymology Vol. 182 (1990) Academic 
10 Press, Inc. San Diego). Examples of radioisotopes include, but are not limited to, tritium and 
carbon- 14 . Examples of colorimetric molecules include, but are not limited to, fluorescent 
molecules such as fluorescamine, or rhodamine or other colorimetric molecules. Examples of 
toxins include, but are not limited, to ricin. 

15 4.10.13 DRUG SCREENING 

This invention is particularly useful for screening chemical compounds by using the 
novel polypeptides or binding fragments thereof in any of a variety of drug screening techniques. 
• The polypeptides or fragments employed in such a test may either be free in solution, affixed to a 
solid support, borne on a cell surface or located intracellularly. One method of drug screening 
20 utilizes eukaiyotic or prokaryotic host cells which are stably transformed with recombinant 

nucleic acids expressing the polypeptide or a fragment thereof. Drugs are screened against such 
transformed cells in competitive binding assays. Such cells, either in viable or fixed form, can 
be used for standard binding assays. One may measure, for example, the formation of complexes 
between polypeptides of the invention or fragments and the agent being tested or examine the 
25 diminution in complex formation between the novel polypeptides and an appropriate cell line, 
which are well known in the art. 

Sources for test compounds that may be screened for ability to bind to or modulate (i.e., 
increase or decrease) the activity of polypeptides of the invention include (1) inorganic and 
organic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 
30 comprised of either random or mimetic peptides, oligonucleotides or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or compounds 
that are identified as "hits" or "leads" via natural product screening. 

The sources of natural product libraries are microorganisms (including bacteria and 
35 fungi), animals, plants or other vegetation, or marine organisms, and libraries of mixtures for 
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screening may be created by: (1) fermentation and extraction of broths from soil, plant or marine 
microorganisms or (2) extraction of the organisms themselves. Natural product libraries include 
polyketides, non-ribosomal peptides, and (non-naturally occurring) variants thereof. For a 
review, see Science 252:63-68 (1998). 
5 Combinatorial libraries are composed of large numbers of peptides, oligonucleotides or 

organic compounds and can be readily prepared by traditional automated synthesis methods, 
PCR, cloning or proprietary synthetic methods. Of particular interest are peptide and 
oligonucleotide combinatorial libraries. Still other libraries of interest include peptide, protein, 
peptidomimetic, multiparallel synthetic collection, recombinatorial, and polypeptide libraries. 

10 For a review of combinatorial chemistry and libraries created therefrom, see Myers, Ourr. Opin. 
Biotechnol 8:701-707 (1997). For reviews and examples of peptidomimetic libraries, see 
Al-Obeidi et al., Mol Biotechnol, 9(3):205-23 (1998); Hruby et al., Curr Opin Chem Biol, 
1(1):1 14-19 (1997); Dorner et al., BioorgMed Chem, 4(5):709-15 (1996) (alkylated dipeptides). 
Identification of modulators through use of the various libraries described herein permits 

1 5 modification of the candidate "hit" (or "lead") to optimize the capacity of the "hit" to bind a 
polypeptide of the invention. The molecules identified in the binding assay are then tested for 
antagonist or agonist activity in in vivo tissue culture or animal models that are well known in the 
art. In brief, the molecules are titrated into a plurality of cell cultures or animals and then tested 
for either cell/animal death or prolonged survival of the animal/cells. 

20 The binding molecules thus identified may be complexed with toxins, e.g., ricin or 

cholera, or with other compounds that are toxic to cells such as radioisotopes. The toxin-binding 
molecule complex is then targeted to a tumor or other cell by the specificity of the binding 
molecule for a polypeptide of the invention. Alternatively, the binding molecules may be 
complexed with imaging agents for targeting and imaging purposes. 

25 

4.10.14 ASSAY FOR RECEPTOR ACTIVITY 

The invention also provides methods to detect specific binding of a polypeptide e.g. a 
ligand or a receptor. The art provides numerous assays particularly useful for identifying 
previously unknown binding partners for receptor polypeptides of the invention. For example, 

30 expression cloning using mammalian or bacterial cells, or dihybrid screening assays can be used 
to identify polynucleotides encoding binding partners. As another example, affinity 
chromatography with the appropriate immobilized polypeptide of the invention can be used to 
isolate polypeptides that recognize and bind polypeptides of the invention. There are a number 
of different libraries used for the identification of compounds, and in particular small molecules, 

35 that modulate (i. e tt increase or decrease) biological activity of a polypeptide of the invention. 
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Ligands for receptor polypeptides of the invention can also be identified by adding exogenous 

ligands, or cocktails of ligands to two cells populations that are genetically identical except for 

the expression of the receptor of the invention: one cell population expresses the receptor of the 

invention whereas the other does not. The response of the two cell populations to the addition of 

5 ligands(s) are then compared. Alternatively, an expression library can be co-expressed with the 

polypeptide of the invention in cells and assayed for an autocrine response to identify potential 

ligand(s). As still another example, BIAcore assays, gel overlay assays, or other methods known 

in the art can be used to identify binding partner polypeptides, including, (1) organic and 

inorganic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 

1 0 comprised of random peptides, oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade of the 
polypeptide of the invention can be determined. For example, a chimeric protein in which the 
cytoplasmic domain of the polypeptide of the invention is fused to the extracellular portion of a 
protein, whose ligand has been identified, is produced in a host cell. The cell is then incubated 

1 5 with the ligand specific for the extracellular portion of the chimeric protein, thereby activating 
the chimeric receptor. Known downstream proteins involved in intracellular signaling can then 
be assayed for expected modifications i.e. phosphorylation. Other methods known to those in the 
art can also be used to identify signaling molecules involved in receptor activity, 

20 4.10.15 ANTI-INFLAMMATORY ACTIVITY 

Compositions of the present invention may also exhibit anti-inflammatory activity. The 
anti-inflammatory activity may be achieved by providing a stimulus to cells involved in the 
inflammatory response, by inhibiting or promoting cell-cell interactions (such as, for example, 
cell adhesion), by inhibiting or promoting chemotaxis of cells involved in the inflammatory 

25 process, inhibiting or promoting cell extravasation, or by stimulating or suppressing production 
of other factors which more directly inhibit or promote an inflammatory response. Compositions 
with such activities can be used to treat inflammatory conditions including chronic or acute 
conditions), including without limitation intimation associated with infection (such as septic 
shock, sepsis or systemic inflammatory response syndrome (SIRS)), ischemia-reperfusion injury, 

30 endotoxin lethality, arthritis, complement-mediated hyperacute rejection, nephritis, cytokine or 
chemokine-induced lung injury, inflammatory bowel disease, Crohn's disease or resulting from 
over production of cytokines such as TNF or DL-1 . Compositions of the invention may also be 
useful to treat anaphylaxis and hypersensitivity to an antigenic substance or material. 
Compositions of this invention may be utilized to prevent or treat conditions such as, but not 

35 limited to, sepsis, acute pancreatitis, endotoxin shock, cytokine induced shock, rheumatoid 
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arthritis, chronic inflammatory arthritis, pancreatic cell damage from diabetes mellitus type 1, 
graft versus host disease, inflammatory bowel disease, inflamation associated with pulmonary 
disease, other autoimmune disease or inflammatory disease, an antiproliferative agent such as for 
acute or chronic mylegenous leukemia or in the prevention of premature labor secondary to 
5 intrauterine infections. 



4.10.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of a 
therapeutic that promotes or inhibits function of the polynucleotides and/or polypeptides of the 
1 0 invention. Such leukemias and related disorders include but are not limited to acute leukemia, 
acute lymphocytic leukemia, acute myelocytic leukemia, myeloblastic, promyelocyte, 
myelomonocytic, monocytic, erythroleukemia, chronic leukemia, chronic myelocytic 
(granulocytic) leukemia and chronic lymphocytic leukemia (for a review of such disorders, see 
Fishman et al., 1985, Medicine, 2d Ed., J.B. Lippincott Co. s Philadelphia). 

15 

4.10.17 NERVOUS SYSTEM DISORDERS 

Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication of 

20 therapeutic utility, include but are not limited to nervous system injuries, and diseases or 
disorders which result in either a disconnection of axons, a diminution or degeneration of 
neurons, or demyeiination. Nervous system lesions which may be treated in a patient (including 
human and non-human mammalian patients) according to the invention include but are not 
limited to the following lesions of either the central (including spinal cord, brain) or peripheral 

25 nervous systems: 

(i) traumatic lesions, including lesions caused by physical injury or associated with 
surgery, for example, lesions which sever a portion of the nervous system, or compression 
injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous system 
30 results in neuronal injury or death, including cerebral infarction or ischemia, or spinal cord 

infarction or ischemia; 

(iii) infectious lesions, in which a portion of the nervous system is destroyed or injured 
as a result of infection, for example, by an abscess or associated with infection by human 
immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme disease, 

35 tuberculosis, syphilis; 
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(iv) degenerative lesions, in which a portion of the nervous system is destroyed or 

injured as a result of a degenerative process including but not limited to degeneration associated 

with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or amyotrophic lateral 

sclerosis; 

5 (v) lesions associated with nutritional diseases or disorders, in which a portion of the 

nervous system is destroyed or injured by a nutritional disorder or disorder of metabolism 
including but not limited to, vitamin B 12 deficiency, folic acid deficiency, Wernicke disease, 
tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary degeneration of the corpus 
callosum), and alcoholic cerebellar degeneration; 
10 (vi) neurological lesions associated with systemic diseases including but not limited to 

diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, carcinoma, or 
sarcoidosis; 

(vii) lesions caused by toxic substances including alcohol, lead, or particular 
neurotoxins; and 

15 (viii) demyelinated lesions in which a portion of the nervous system is destroyed or 

injured by a demyelinating disease including but not limited to multiple sclerosis, human 
immunodeficiency virus-associated myelopathy, transverse myelopathy or various etiologies, 
progressive multifocal leukoencephalopathy, and central pontine myelinolysis. 

Therapeutics which are useful according to the invention for treatment of a nervous 

20 system disorder may be selected by testing for biological activity in promoting the survival or 
differentiation of neurons. For example, and not by way of limitation, therapeutics which elicit 
any of the following effects may be useful according to the invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

25 (iii) increased production of a neuron-associated molecule in culture or in vivo, e.g. , 

choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art. In preferred, 
non-limiting embodiments, increased survival of neurons may be measured by the method set 

30 forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons may 
be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or Brown et al. 
(1981, Ann. Rev. Neurosci. 4:17-42); increased production of neuron-associated molecules may 
be measured by bioassay, en2ymatic assay, antibody binding, Northern blot assay, etc., 
depending on the molecule to be measured; and motor neuron dysfunction may be measured by 
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assessing the physical manifestation of motor neuron disorder, e.g., weakness, motor neuron 
conduction velocity, or functional disability. 

In specific embodiments, motor neuron disorders that may be treated according to the 
invention include but are not limited to disorders such as infarction, infection, exposure to toxin, 
5 trauma, surgical damage, degenerative disease or malignancy that may affect motor neurons as 
well as other components of the nervous system, as well as disorders that selectively affect 
neurons such as amyotrophic lateral sclerosis, and including but not limited to progressive spinal 
muscular atrophy, progressive bulbar palsy, primary lateral sclerosis, infantile and juvenile 
muscular atrophy, progressive bulbar paralysis of childhood (Fazio-Londe syndrome), 
1 0 poliomyelitis and the post polio syndrome, and Hereditary Motorsensory Neuropathy 
(Charcot-Marie-Tooth Disease). 

4.10.18 OTHER ACTIVITIES 

A polypeptide of the invention may also exhibit one or more of the following additional 

1 5 activities or effects: inhibiting the growth, infection or function of, or killing, infectious agents, 
including, without limitation, bacteria, viruses, fungi and other parasites; effecting (suppressing 
or enhancing) bodily characteristics, including, without limitation, height, weight, hair color, eye 
color, skin, fiat to lean ratio or other tissue pigmentation, or organ or body part size or shape 
(such as, for example, breast augmentation or diminution, change in bone form or shape); 

20 effecting biorhythms or circadian cycles or rhythms; effecting the fertility of male or female 
subjects; effecting the metabolism, catabolism, anabolism, processing, utilization, storage or 
elimination of dietary fat, lipid, protein, carbohydrate, vitamins, minerals, co-factors or other 
nutritional factors or components); effecting behavioral characteristics, including, without 
limitation, appetite, libido, stress, cognition (including cognitive disorders), depression 

25 (including depressive disorders) and violent behaviors; providing analgesic effects or other pain 
reducing effects; promoting differentiation and growth of embryonic stem cells in lineages other 
than hematopoietic lineages; hormonal or endocrine activity; in the case of enzymes, correcting 
deficiencies of the enzyme and treating deficiency-related diseases; treatment of 
hyperproliferative disorders (such as, for example, psoriasis); immunoglobulin-like activity (such 

30 as, for example, the ability to bind antigens or complement); and the ability to act as an antigen 
in a vaccine composition to raise an immune response against such protein or another material or 
entity which is cross-reactive with such protein. 

4.10.19 IDENTIFICATION OF POLYMORPHISMS 
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The demonstration of polymorphisms makes possible the identification of such 
polymorphisms in human subjects and the pharmacogenetic use of this information for diagnosis 
and treatment. Such polymorphisms may be associated with, e.g., differential predisposition or 
susceptibility to various disease states (such as disorders involving inflammation or immune 
5 response) or a differential response to drug administration, and this genetic information can be 
used to tailor preventive or therapeutic treatment appropriately. For example, the existence of a 
polymorphism associated with a predisposition to inflammation or autoimmune disease makes 
possible the diagnosis of this condition in humans by identifying the presence of the 
polymorphism. 

1 0 Polymorphisms can be identified in a variety of ways known in the art which all 

generally involve obtaining a sample from a patient, analyzing DNA from the sample, optionally 
involving isolation or amplification of the DNA, and identifying the presence of the 
polymorphism in the DNA. For example, PGR may be used to amplify an appropriate fragment 
of genomic DNA which may then be sequenced. Alternatively, the DNA may be subjected to 

15 allele-specific oligonucleotide hybridization (in which appropriate oligonucleotides are 

hybridized to the DNA under conditions permitting detection of a single base mismatch) or to a 
single nucleotide extension assay (in which an oligonucleotide that hybridizes immediately 
adjacent to the position of tibe polymorphism is extended with one or more labeled nucleotides). 
In addition, traditional restriction fragment length polymorphism analysis (using restriction 

20 enzymes that provide differential digestion of the genomic DNA depending on the presence or 
absence of the polymorphism) may be performed. Arrays with nucleotide sequences of the 
present invention can be used to detect polymorphisms. The array can comprise modified 
nucleotide sequences of the present invention in order to detect the nucleotide sequences of the 
present invention. In the alternative, any one of the nucleotide sequences of the present 

25 invention can be placed on the array to detect changes from those sequences. 

Alternatively a polymorphism resulting in a change in the amino acid sequence could 
also be detected by detecting a corresponding change in amino acid sequence of the protein, e.g., 
by an antibody specific to the variant sequence. 

30 4.10.20 ARTHRITIS AND INFLAMMATION 

The immunosuppressive effects of the compositions of the invention against rheumatoid 
arthritis is determined in an experimental animal model system. The experimental model system 
is adjuvant induced arthritis in rats, and the protocol is described by J. Holoshitz, et at, 1983, 
Science, 219:56, or by B. Waksman et al., 1963, Int. Arch. Allergy Appl. Immunol., 23:129. 
35 Induction of the disease can be caused by a single injection, generally intradermally, of a 
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suspension of killed Mycobacterium tuberculosis in complete Freund's adjuvant (CFA). The 
route of injection can vary, but rats may be injected at the base of the tail with an adjuvant 
mixture. The polypeptide is administered in phosphate buffered solution (PBS) at a dose of about 
1-5 mg/kg. The control consists of administering PBS only. 
5 The procedure for testing the effects of the test compound would consist of intradexmally 

injecting killed Mycobacterium tuberculosis in CFA followed by immediately administering the 
test compound and subsequent treatment every other day until day 24. At 14, 1 5, 1 8, 20, 22, and 
24 days after injection of Mycobacterium CFA, an overall arthritis score may be obtained as 
described by J. Holoskitz above. An analysis of the data would reveal that the test compound 
1 0 would have a dramatic affect on the swelling of the joints as measured by a decrease of the 
arthritis score. 

4.11 THERAPEUTIC METHODS 

The compositions (including polypeptide fragments, analogs, variants and antibodies or 
1 5 other binding partners or modulators including antisense polynucleotides) of the invention have 
numerous applications in a variety of therapeutic methods. Examples of therapeutic applications 
include, but are not limited to, those exemplified herein. 

4.11.1 EXAMPLE 

20 One embodiment of the invention is the administration of an effective amount of the 

polypeptides or other composition of the invention to individuals affected by a disease or 
disorder that can be modulated by regulating the peptides of the invention. While the mode of 
administration is not particularly important, parenteral administration is preferred. An 
exemplary mode of administration is to deliver an intravenous bolus. The dosage of the 

25 polypeptides or other composition of the invention will normally be determined by the 

prescribing physician. It is to be expected that the dosage will vary according to the age, weight, 
condition and response of the individual patient. Typically, the amount of polypeptide 
administered per dose will be in the range of about 0.01[ag/kg to 100 mg/kg of body weight, with 
the preferred dose being about 0.1|ag/kg to 10 mg/kg of patient body weight For parenteral 

30 administration, polypeptides of the invention will be formulated in an injectable form combined 
with a pharmaceutical^ acceptable parenteral vehicle. Such vehicles are well known in the art 
and examples include water, saline, Ringer's solution, dextrose solution, and solutions consisting 
of small amounts of the human serum albumin. The vehicle may contain minor amounts of 
additives that maintain the isotonicity and stability of the polypeptide or other active ingredient. 

35 The preparation of such solutions is within the skill of the art. 



63 



WO 01/57190 



PCT/US01/04098 



4.12 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 
ADMINISTRATION 

A protein or other composition of the present invention (from whatever source derived, 
5 including without limitation from recombinant and non-recombinant sources and including 
antibodies and other binding partners of the polypeptides of the invention) may be administered 
to a patient in need, by itself, or in pharmaceutical compositions where it is mixed with suitable 
carriers or excipient(s) at doses to treat or ameliorate a variety of disorders. Such a composition 
may optionally contain (in addition to protein or other active ingredient and a carrier) diluents, 

10 fillers, salts, buffers, stabilizers, solubilizers, and other materials well known in the art. The term 
"pharmaceutical^ acceptable" means a non-toxic material that does not interfere with the 
effectiveness of the biological activity of the active ingredient(s). The characteristics of the 
carrier will depend on the route of administration. The pharmaceutical composition of the 
invention may also contain cytokines, lymphokines, or other hematopoietic factors such as 

15 M-CSF, GM-CSF, TNF, IL-1, IL-2, IL-3, IL-4, IL-5, IL-6, IL-7, IL-8, IL-9, IL-10, IL-11, IL-12, 
IL-13, EL-1^, EL-15, IFN, TNFO, TNF1, TNF2, G-CSF, Meg-CSF, thrombopoietin, stem cell 
factor, and erythropoietin. In further compositions, proteins of the invention may be combined 
with other agents beneficial to the treatment of the disease or disorder in question. These agents 
include various growth factors such as epidermal growth factor (EGF), platelet-derived growth 

20 factor (PDGF), transforming growth factors (TGF-a and TGF-p), insulin-like growth factor 
(IGF), as well as cytokines described herein. 

The pharmaceutical composition may further contain other agents which either enhance 
the activity of the protein or other active ingredient or complement its activity or use in 
treatment. Such additional factors and/or agents may be included in the pharmaceutical 

25 composition to produce a synergistic effect with protein or other active ingredient of the 
invention, or to minimize side effects. Conversely, protein or other active ingredient of the 
present invention may be included in formulations of the particular clotting factor, cytokine, 
lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic factor, or anti- 
inflammatory agent to minimize side effects of the clotting factor, cytokine, lymphokine, other 

30 hematopoietic factor, thrombolytic or anti-thrombotic factor, or anti-inflammatory agent (such as 
EL-lRa, IL-1 Hyl, IL-1 Hy2, anti-TNF, corticosteroids, immunosuppressive agents). Aprotein 
of the present invention may be active in multimers (e.g., heterodimers or homodimers) or 
complexes with itself or other proteins. As a result, pharmaceutical compositions of the 
invention may comprise a protein of the invention in such multimeric or complexed form. 
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As an alternative to being included in a pharmaceutical composition of the invention 
including a first protein, a second protein or a therapeutic agent may be concurrently 
administered with the first protein (e.g., at the same time, or at differing times provided that 
therapeutic concentrations of the combination of agents is achieved at the treatment site). 
5 Techniques for formulation and administration of the compounds of the instant application may 
be found in "Remington's Pharmaceutical Sciences," Mack Publishing Co., Easton, PA, latest 
edition. A therapeutically effective dose further refers to that amount of the compound sufficient 
to result in amelioration of symptoms, e.g. 9 treatment, healing, prevention or amelioration of the 
relevant medical condition, or an increase in rate of treatment, healing, prevention or 
10 amelioration of such conditions. When applied to an individual active ingredient, administered 
alone, a therapeutically effective dose refers to that ingredient alone. When applied to a 
combination, a therapeutically effective dose refers to combined amounts of the active 
ingredients that result in the therapeutic effect, whether administered in combination, serially or 
simultaneously. 

15 In practicing the method of treatment or use of the present invention, a therapeutically 

effective amount of protein or other active ingredient of the present invention is administered to 
a mammal having a condition to be treated. Protein or other active ingredient of the present 
invention may be administered in accordance with the method of the invention either alone or in 
combination with other therapies such as treatments employing cytokines, lymphokines or other 

20 hematopoietic factors. When co- administered with one or more cytokines, lymphokines or other 
hematopoietic factors, protein or other active ingredient of the present invention may be 
administered either simultaneously with the cytokine(s), lymphokine(s), other hematopoietic 
factor(s), thrombolytic or anti-thrombotic factors, or sequentially. If administered sequentially, 
the attending physician will decide on the appropriate sequence of administering protein or other 

25 active ingredient of the present invention in combination with cytokine(s), lymphokine(s), other 
hematopoietic factors), thrombolytic or anti-thrombotic factors, 

4.12.1 ROUTES OF ADMINISTRATION 

Suitable routes of administration may, for example, include oral, rectal, transmucosal, or 
30 intestinal administration; parenteral delivery, including intramuscular, subcutaneous, 
intramedullary injections, as well as intrathecal, direct intraventricular, intravenous, 
intraperitoneal, intranasal, or intraocular injections. Administration of protein or other active 
ingredient of the present invention used in the pharmaceutical composition or to practice the 
method of the present invention can be carried out in a variety of conventional ways, such as oral 
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ingestion, inhalation, topical application or cutaneous, subcutaneous, intraperitoneal, parenteral 
or intravenous injection. Intravenous administration to the patient is preferred. 

Alternately, one may administer the compound in a local rather than systemic manner, for 
example, via injection of the compound directly into a arthritic joints or in fibrotic tissue, often in 
5 a depot or sustained release formulation. In order to prevent the scarring process frequently 
occurring as complication of glaucoma surgery, the compounds may be administered topically, 
for example, as eye drops. Furthermore, one may administer the drug in a targeted drug delivery 
system, for example, in a liposome coated with a specific antibody, targeting, for example, 
arthritic or fibrotic tissue. The liposomes will be targeted to and taken up selectively by the 
10 afflicted tissue. 

The polypeptides of the invention are administered by any route that delivers an effective 
dosage to the desired site of action. The determination of a suitable route of administration and 
an effective dosage for a particular indication is within the level of skill in the art. Preferably for 
wound treatment, one administers the therapeutic compound directly to the site. Suitable dosage 
1 5 ranges for the polypeptides of the invention can be extrapolated from these dosages or from 
similar studies in appropriate animal models. Dosages can then be adjusted as necessary by the 
clinician to provide maximal therapeutic benefit. 

4.12.2 COMPOSITIONS/FORMULATIONS 

20 Pharmaceutical compositions for use in accordance with the present invention thus may 

be formulated in a conventional manner using one or more physiologically acceptable carriers 
comprising excipients and auxiliaries which facilitate processing of the active compounds into 
preparations which can be used pharmaceutically. These pharmaceutical compositions may be 
manufactured in a manner that is itself known, e.g., by means of conventional mixing, 

25 dissolving, granulating, dragee-making, levigating, emulsifying, encapsulating, entrapping or 

lyophilizing processes. Proper formulation is dependent upon the route of administration chosen. 
When a therapeutically effective amount of protein or other active ingredient of the present 
invention is administered orally, protein or other active ingredient of the present invention will 
be in the form of a tablet, capsule, powder, solution or elixir. When administered in tablet form, 

30 the pharmaceutical composition of the invention may additionally contain a solid carrier such as 
a gelatin or an adjuvant. The tablet, capsule, and powder contain from about 5 to 95% protein or 
other active ingredient of the present invention, and preferably from about 25 to 90% protein or 
other active ingredient of the present invention. When administered in liquid form, a liquid 
carrier such as water, petroleum, oils of animal or plant origin such as peanut oil, mineral oil, 

35 soybean oil, or sesame oil, or synthetic oils may be added. The liquid form of the 
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pharmaceutical composition may further contain physiological saline solution, dextrose or other 
saccharide solution, or glycols such as ethylene glycol, propylene glycol or polyethylene glycol. 
When administered in liquid form, the pharmaceutical composition contains from about 0.5 to 
90% by weight of protein or other active ingredient of the present invention, and preferably from 
5 about 1 to 50% protein or other active ingredient of the present invention. 

When a therapeutically effective amount of protein or other active ingredient of the 
present invention is administered by intravenous, cutaneous or subcutaneous injection, protein or 
other active ingredient of the present invention will be in the form of a pyrogen-free, parenterally 
acceptable aqueous solution. TTie preparation of such parenterally acceptable protein or other 

10 active ingredient solutions, having due regard to pH, isotonicity, stability, and the like, is within 
the skill in the art. A preferred pharmaceutical composition for intravenous, cutaneous, or • 
subcutaneous injection should contain, in addition to protein or other active ingredient of the 
present invention, an isotonic vehicle such as Sodium Chloride Injection, Ringer's Injection, 
Dextrose Injection, Dextrose and Sodium Chloride Injection, Lactated Ringer's Injection, or 

15 other vehicle as known in the art. The pharmaceutical composition of the present invention may 
also contain stabilizers, preservatives, buffers, antioxidants, or other additives known to those of 
skill in the art. For injection, the agents of the invention may be formulated in aqueous solutions, 
preferably in physiologically compatible buffers such as Hanks's solution, Ringer's solution, or 
physiological saline buffer. For transmucosal administration, penetrants appropriate to the 

20 barrier to be permeated are used in the formulation. Such penetrants are generally known in the 
art. 

For oral administration, the compounds can be formulated readily by combining the 
active compounds with pharmaceutically acceptable carriers well known in the art. Such carriers 
enable the compounds of the invention to be formulated as tablets, pills, dragees, capsules, 

25 liquids, gels, syrups, slurries, suspensions and the like, for oral ingestion by a patient to be 
treated. Pharmaceutical preparations for oral use can be obtained from a solid excipient, 
optionally grinding a resulting mixture, and processing the mixture of granules, after adding 
suitable auxiliaries, if desired, to obtain tablets or dragee cores. Suitable excipients are, in 
particular, fillers such as sugars, including lactose, sucrose, mannitol, or sorbitol; cellulose 

30 preparations such as, for example, maize starch, wheat starch, rice starch, potato starch, gelatin, 
gum tragacanth, methyl cellulose, hydroxypropylmethyl-cellulose, sodium 
carboxymethylcellulose, and/or polyvinylpyrrolidone (PVP). If desired, disintegrating agents 
may be added, such as the cross-linked polyvinyl pyrrolidone, agar, or alginic acid or a salt 
thereof such as sodium alginate. Dragee cores are provided with suitable coatings. For this 

35 purpose, concentrated sugar solutions may be used, which may optionally contain gum arabic, 
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talc, polyvinyl pyrrolidone, carbopol gel, polyethylene glycol, and/or titanium dioxide, lacquer 
solutions, and suitable organic solvents or solvent mixtures. Dyestuffs or pigments may be 
added to the tablets or dragee coatings for identification or to characterize different combinations 
of active compound doses. 
5 Pharmaceutical preparations which can be used orally include push-fit capsules made of 

gelatin, as well as soft, sealed capsules made of gelatin and aplasticizer, such as glycerol or 
sorbitol The push-fit capsules can contain the active ingredients in admixture with filler such as 
lactose, binders such as starches, and/or lubricants such as talc or magnesium stearate and, 
optionally, stabilizers. In soft capsules, the active compounds may be dissolved or suspended in 

10 suitable liquids, such as fatty oils, liquid paraffin, or liquid polyethylene glycols. In addition, 
stabilizers may be added. All formulations for oral administration should be in dosages suitable 
for such administration. For buccal administration, the compositions may take the form of 
tablets or lozenges formulated in conventional manner. 

For administration by inhalation, the compounds for use according to the present 

1 5 invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g. , 
dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon dioxide or 
other suitable gas. In the case of a pressurized aerosol the dosage unit may be determined by 
providing a valve to deliver a metered amount Capsules and cartridges of, e.g., gelatin for use in 

20 an inhaler or insufflator may be formulated containing a powder mix of the compound and a 

suitable powder base such as lactose or starch. The compounds may be formulated for parenteral 
administration by injection, e.g., by bolus injection or continuous infusion. Formulations for 
injection may be presented in unit dosage form, e.g., in ampules or in multi-dose containers, with 
an added preservative. The compositions may take such forms as suspensions, solutions or 

25 emulsions in oily or aqueous vehicles, and may contain formulatory agents such as suspending, 
stabilizing and/or dispersing agents. 

Pharmaceutical formulations for parenteral administration include aqueous solutions of 
the active compounds in water-soluble form. Additionally, suspensions of the active compounds 
may be prepared as appropriate oily injection suspensions. Suitable lipophilic solvents or 

30 vehicles include fatty oils such as sesame oil, or synthetic fatty acid esters, such as ethyl oleate or 
triglycerides, or liposomes. Aqueous injection suspensions may contain substances which 
increase the viscosity of the suspension, such as sodium carboxymethyl cellulose, sorbitol, or 
dextran. Optionally, the suspension may also contain suitable stabilizers or agents which 
increase the solubility of the compounds to allow for the preparation of highly concentrated 
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solutions. Alternatively, the active ingredient may be in powder form for constitution with a 
suitable vehicle, e.g., sterile pyrogen-free water, before use. 

The compounds may also be formulated in rectal compositions such as suppositories or 
retention enemas, e.g., containing conventional suppository bases such as cocoa butter or other 
5 glycerides. In addition to the formulations described previously, the compounds may also be 
formulated as a depot preparation. Such long acting formulations may be administered by 
implantation (for example subcutaneously or intramuscularly) or by intramuscular injection. 
Thus, for example, the compounds may be formulated with suitable polymeric or hydrophobic 
materials (for example as an emulsion in an acceptable oil) or ion exchange resins, or as 

1 0 sparingly soluble derivatives, for example, as a sparingly soluble salt. 

A pharmaceutical carrier for the hydrophobic compounds of the invention is a co-solvent 
system comprising benzyl alcohol, a nonpolar surfactant, a water-miscible organic polymer, and 
an aqueous phase. The co-solvent system may be the VPD co-solvent system. VPD is a solution 
of 3% w/v benzyl alcohol, 8% w/v of the nonpolar surfactant polysorbate 80, and 65% w/v 

15 polyethylene glycol 300, made up to volume in absolute ethanol. The VPD co-solvent system 
(VPD:5W) consists of VPD diluted 1:1 with a 5% dextrose in water solution. This co-solvent 
system dissolves hydrophobic compounds well, and itself produces low toxicity upon systemic 
administration. Naturally, the proportions of a co-solvent system may be varied considerably 
without destroying its solubility and toxicity characteristics. Furthermore, the identity of the 

20 co-solvent components may be varied: for example, other low-toxicity nonpolar surfactants may 
be used instead of polysorbate 80; the fraction size of polyethylene glycol may be varied; other 
biocompatible polymers may replace polyethylene glycol, e.g. polyvinyl pyrrolidone; and other 
sugars or polysaccharides may substitute for dextrose. Alternatively, other delivery systems for 
hydrophobic pharmaceutical compounds may be employed. Liposomes and emulsions are well 

25 known examples of delivery vehicles or carriers for hydrophobic drugs. Certain organic solvents 
such as dimethylsulfoxide also may be employed, although usually at the cost of greater toxicity. 
Additionally, the compounds may be delivered using a sustained-release system, such as 
semipermeable matrices of solid hydrophobic polymers containing the therapeutic agent. 
Various types of sustained-release materials have been established and are well known by those 

30 skilled in the art. Sustained-release capsules may, depending on their chemical nature, release the 
compounds for a few weeks up to over 100 days. Depending on the chemical nature and the 
biological stability of the therapeutic reagent, additional strategies for protein or other active 
ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase carriers 

35 or excipients. Examples of such carriers or excipients include but are not limited to calcium 
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carbonate, calcium. phosphate, various sugars, starches, cellulose derivatives, gelatin, and 

polymers such as polyethylene glycols. Many of the active ingredients of the invention may be 

provided as salts with pharmaceutically compatible counter ions. Such phannaceutically 

acceptable base addition salts axe those salts which retain the biological effectiveness and 

5 properties of the free acids and which are obtained by reaction with inorganic or organic bases 

such as sodium hydroxide, magnesium hydroxide, ammonia, trialkylamine, dialkylamine, 

monoalkylamine, dibasic amino acids, sodium acetate, potassium benzoate, triethanol amine and 

the like. 

The pharmaceutical composition of the invention may be in the form of a complex of the 

10 protein(s) or other active ingredient(s) of present invention along with protein or peptide 

antigens. The protein and/or peptide antigen will deliver a stimulatory signal to both B and T 
lymphocytes. B lymphocytes will respond to antigen through their surface immunoglobulin 
receptor. T lymphocytes will respond to antigen through the T cell receptor (TCR) following 
presentation of the antigen by MHC proteins. MHC and structurally related proteins including 

1 5 those encoded by class I and class II MHC genes on host cells will serve to present the peptide 
antigen(s) to T lymphocytes. The antigen components could also be supplied as purified 
MHC-peptide complexes alone or with co-stunulatory molecules that can directly signal T cells. 
Alternatively antibodies able to bind surface immunoglobulin and other molecules on B cells as 
well as antibodies able to bind the TCR and other molecules on T cells can be combined with the 

20 pharmaceutical composition of the invention. 

The pharmaceutical composition of the invention may be in the form of a liposome in 
which protein of the present invention is combined, in addition to other pharmaceutically 
acceptable carriers, with amphipathic agents such as lipids which exist in aggregated form as 
micelles, insoluble monolayers, liquid crystals, or lamellar layers in aqueous solution. Statable 

25 lipids for liposomal formulation include, without limitation, monoglycerides, diglycerides, 
sulfatides, lysolecithins, phospholipids, saponin, bile acids, and the like. Preparation of such 
liposomal formulations is within the level of skill in the art, as disclosed, for example, in U.S. 
Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 4,737,323, all of which are incorporated 
herein by reference. 

30 The amount of protein or other active ingredient of the present invention in the 

pharmaceutical composition of the present invention will depend upon the nature and severity of 
the condition being treated, and on the nature of prior treatments which the patient has 
undergone. Ultimately, the attending physician will decide the amount of protein or other active 
ingredient of the present invention with which to treat each individual patient. Initially, the 

3 5 attending physician will administer low doses of protein or other active ingredient of the present 
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invention and observe the patient's response. Larger doses of protein or other active ingredient 
of the present invention may be administered until the optimal therapeutic eflFect is obtained for 
the patient, and at that point the dosage is not increased further. It is contemplated that the 
various pharmaceutical compositions used to practice the method of the present invention should 
5 contain about 0.01 fig to about 100 mg (preferably about 0.1 |ig to about 10 mg, more preferably 
about 0.1 fig to about 1 mg) of protein or other active ingredient of the present invention per kg 
body weight. For compositions of the present invention which are useful for bone, cartilage, 
tendon or ligament regeneration, the therapeutic method includes administering the composition 
topically, systematically, or locally as an implant or device. When administered, the therapeutic 

10 composition for use in this invention is, of course, in a pyrogen-free, physiologically acceptable 
form. Further, the composition may desirably be encapsulated or injected in a viscous form for 
delivery to the site of bone, cartilage or tissue damage. Topical administration may be suitable 
for wound healing and tissue repair. Therapeutically useful agents other than a protein or other 
active ingredient of the invention which may also optionally be included in the composition as 

15 described above, may alternatively or additionally, be administered simultaneously or 

sequentially with the composition in the methods of the invention. Preferably for bone and/or 
cartilage formation, the composition would include a matrix capable of delivering the 
protein-containing or other active ingredient-containing composition to the site of bone and/or 
cartilage damage, providing a structure for the developing bone and cartilage and optimally 

20 capable of being resorbed into the body. Such matrices may be formed of materials presently in 
use for other implanted medical applications. 

The choice of matrix material is based on biocompatibility, biodegradability, mechanical 
properties, cosmetic appearance and interface properties. The particular application of the 
compositions will define the appropriate formulation. Potential matrices for the compositions 

25 may be biodegradable and chemically defined calcium sulfate, tricalcium phosphate, 

hydroxyapatite, polylactic acid, polyglycolic acid and polyanhydrides. Other potential materials 
are biodegradable and biologically well-defined, such as bone or dermal collagen. Further 
matrices are comprised of pure proteins or extracellular matrix components. Other potential 
matrices are nonbiodegradable and chemically defined, such as sintered hydroxyapatite, bioglass, 

30 aluminates, or other ceramics. Matrices may be comprised of combinations of any of the above 
mentioned types of material, such as polylactic acid and hydroxyapatite or collagen and 
tricalcium phosphate. The bioceramics may be altered in composition, such as in 
calcium-aluminate-phosphate and processing to alter pore size, particle size, particle shape, and 
biodegradability. Presently preferred is a 50:50 (mole weight) copolymer of lactic acid and 

35 glycolic acid in the form of porous particles having diameters ranging from 150 to 800 microns. 
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In some applications, it will be useful to utilize a sequestering agent, such as carboxymethyl 
cellulose or autologous blood clot, to prevent the protein compositions from disassociating from 
the matrix. 

A preferred family of sequestering agents is cellulosic materials such as alkylcelluloses 
5 (including hydroxyalkylcelluloses), including methylcellulose, ethylcellulose, 

hydroxyethylcellulose, hydroxypropylcellulose, hydroxypropyl-methylcellulose, and 
carboxymethylcellulose, the most preferred being cationic salts of carboxymethylcellulose 
(CMC). Other preferred sequestering agents include hyaluronic acid, sodium alginate, 
polyethylene glycol), polyoxyethylene oxide, carboxyvinyl polymer and poly(vinyl alcohol). 

1 0 The amount of sequestering agent useful herein is 0.5-20 wt %, preferably 1 - 1 0 wt % based on 
total formulation weight, which represents the amount necessary to prevent desorption of the 
protein from the polymer matrix and to provide appropriate handling of the composition, yet not 
so much that the progenitor cells axe prevented from infiltrating the matrix, thereby providing the 
protein the opportunity to assist the osteogenic activity of the progenitor cells. In further 

15 compositions, proteins or other active ingredients of the invention may be combined with other 
agents beneficial to the treatment of the bone and/or cartilage defect, wound, or tissue in 
question. These agents include various growth factors such as epidermal growth factor (EGF)^ 
platelet derived growth factor (PDGF), transforming growth factors (TGF-a and TGF-P), and 
insulin-like growth factor (IGF). 

20 The therapeutic compositions are also presently valuable for veterinary applications. 

Particularly domestic animals and thoroughbred horses, in addition to humans, are desired 
patients for such treatment with proteins or other active ingredients of the present invention. The 
dosage regimen of a protein-containing pharmaceutical composition to be used in tissue 
regeneration will be determined by the attending physician considering various factors which 

25 modify the action of the proteins, e.g., amount of tissue weight desired to be formed, the site of 
damage, the condition of the damaged tissue, the size of a wound, type of damaged tissue (e.g., 
bone), the patient's age, sex, and diet, the severity of any infection, time of administration and 
other clinical factors. The dosage may vary with the type of matrix used in the reconstitution and 
with inclusion of other proteins in the pharmaceutical composition. For example, the addition of 

30 other known growth factors, such as IGF I (insulin like growth factor I), to the final composition, 
may also effect the dosage. Progress can be monitored by periodic assessment of tissue/bone 
growth and/or repair, for example, X-rays, histomorphometric determinations and tetracycline 
labeling. 

Polynucleotides of the present invention can also be used for gene therapy. Such 
35 polynucleotides can be introduced either in vivo or ex vivo into cells for expression in a 
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mammalian subject Polynucleotides of the invention may also be administered by other known 

methods for introduction of nucleic acid into a cell or organism (including, without limitation, in 

the form of viral vectors or naked DNA). Cells may also be cultured ex vivo in the presence of 

proteins of the present invention in order to proliferate or to produce a desired effect on or 

5 activity in such cells. Treated cells can then be introduced in vivo for therapeutic purposes. 

4.12.3 EFFECTIVE DOSAGE 

Pharmaceutical compositions suitable for use in the present invention include 
compositions wherein the active ingredients are contained in an effective amount to achieve its 

10 intended purpose. More specifically, a therapeutically effective amount means an amount 
effective to prevent development of or to alleviate the existing symptoms of the subject being 
treated. Determination of the effective amount is well within the capability of those skilled in 
the art, especially in light of the detailed disclosure provided herein. For any compound used in 
the method of the invention, the therapeutically effective dose can be estimated initially from 

1 5 appropriate in vitro assays. For example, a dose can be formulated in animal models to achieve a 
circulating concentration range that can be used to more accurately determine useful doses in 
humans. For example, a dose can be formulated in animal models to achieve a circulating 
concentration range that includes the IC50 as determined in cell culture (z.e., the concentration of 
the test compound which achieves a half-maximal inhibition of the protein's biological activity). 

20 Such information can be used to more accurately determine useful doses in humans. 

A therapeutically effective dose refers to that amount of the compound that results in 
amelioration of symptoms or a prolongation of survival in a patient Toxicity and therapeutic 
efficacy of such compounds can be determined by standard pharmaceutical procedures in cell 
cultures or experimental animals, e.g., for determining the LD50 (the dose lethal to 50% of the 

25 population) and the ED50 (the dose therapeutically effective in 50% of the population). The dose 
ratio between toxic and therapeutic effects is the therapeutic index and it can be expressed as the 
ratio between LD50 and ED50. Compounds which exhibit high therapeutic indices are preferred. 
The data obtained from these cell culture assays and animal studies can be used in formulating a 
range of dosage for use in human. The dosage of such compounds lies preferably within a range 

30 of circulating concentrations that include the EDso with little or no toxicity. The dosage may 

vary within this range depending upon the dosage form employed and the route of administration 
utilized. The exact formulation, route of administration and dosage can be chosen by the 
individual physician in view of the patients condition. See, e.g., Fingl et aL, 1975, in "The 
Pharmacological Basis of Therapeutics", Ch. 1 p.l. Dosage amount and interval may be adjusted 

35 individually to provide plasma levels of the active moiety which are sufficient to maintain the 
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desired effects, or minim al effective concentration (MEC). The MEC will vary for each 
compound but can be estimated from in vitro data. Dosages necessary to achieve the MEC will 
depend on individual characteristics and route of administration. However, HPLC assays or 
bioassays can be used to determine plasma concentrations. 
5 Dosage intervals can also be determined using MEC value. Compounds should be 

administered using a regimen which maintains plasma levels above the MEC for 10-90% of the 
time, preferably between 30-90% and most preferably between 50-90%. In cases of local 
administration or selective uptake, the effective local concentration of the drug may not be 
related to plasma concentration. 
10 An exemplary dosage regimen for polypeptides or other compositions of the invention 

will be in the range of about 0.01 p-g/kg to 100 mg/kg of body weight daily, with the preferred 
dose being about 0.1 jig/kg to 25 mg/kg of patient body weight daily, varying in adults and 
children. Dosing may be once daily, or equivalent doses may be delivered at longer or shorter 
intervals. 

1 5 The amount of composition administered will, of course, be dependent on the subject 

being treated, on the subject's age and weight, the severity of the affliction, the manner of 
administration and the judgment of the prescribing physician. 

4.12.4 PACKAGING 

20 The compositions may, if desired, be presented in a pack or dispenser device which may 

contain one or more unit dosage forms containing the active ingredient. The pack may, for 
example, comprise metal or plastic foil, such as a blister pack. The pack or dispenser device may 
be accompanied by instructions for administration. Compositions comprising a compound of the 
invention formulated in a compatible pharmaceutical carrier may also be prepared, placed in an 

25 appropriate container, and labeled for treatment of an indicated condition. 

4.13 ANTIBODIES 

Also included in the invention are antibodies to proteins, or fragments of proteins of the 
invention. The term "antibody" as used herein refers to immunoglobulin molecules and 

30 immunologically active portions of immunoglobulin (Ig) molecules, i.e., molecules that contain 
an antigen binding site that specifically binds (immunoreacts with) an antigen. Such antibodies 
include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, Fab, F a t>' and 
fragments, and an Fab expression library. In general, an antibody molecule obtained from 
humans relates to any of the classes IgG, IgM, IgA, IgE and IgD, which differ from one another 

35 by the nature of the heavy chain present in the molecule. Certain classes have subclasses as well, 
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such as IgGi, IgG 2 , and others. Furthennore, in humans, the light chain may be a kappa chain or 
a lambda chain. Reference herein to antibodies includes a reference to all such classes, 
subclasses and types of human antibody species. 

An isolated related protein of the invention may be intended to serve as an antigen, or a 
5 portion or fragment thereof, and additionally can be used as an immunogen to generate 

antibodies that immunospecifically bind the antigen, using standard techniques for polyclonal 
and monoclonal antibody preparation. The full-length protein can be used or, alternatively, the 
invention provides antigenic peptide fragments of the antigen for use as immunogens. An 
antigenic peptide fragment comprises at least 6 amino acid residues of the amino acid sequence 

10 of the full length protein, such as an amino acid sequence shown in SEQ ID NO:985, and 

encompasses an epitope thereof such that an antibody raised against the peptide forms a specific 
immune complex with the full length protein or with any fragment that contains the epitope. 
Preferably, the antigenic peptide comprises at least 10 amino acid residues, or at least 15 amino 
acid residues, or at least 20 amino acid residues, or at least 30 amino acid residues. Preferred 

1 5 epitopes encompassed by the antigenic peptide are regions of the protein that are located on its 
surface; commonly these are hydrophilic regions. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a region of -related protein that is located on the surface of the protein, e.g., a 
hydrophilic region. A hydrophobicity analysis of the human related protein sequence will 

20 indicate which regions of a related protein are particularly hydrophilic and, therefore, are likely 
to encode surface residues useful for targeting antibody production. As a means for targeting 
antibody production, hydropathy plots showing regions of hydrophilicity and hydrophobicity 
may be generated by any method well known in the art, including, for example, the Kyte 
Doolittle or the Hopp Woods methods, either with or without Fourier transformation. See, e.g., 

25 Hopp and Woods, 1981, Proc. Nat Acad. Sci USA 78: 3824-3828; Kyte and Doolittle 1982, J. 
Mol Biol 157: 105-142, each of which is incorporated herein by reference in its entirety. 
Antibodies that are specific for one or more domains within an antigenic protein, or derivatives, 
fragments, analogs or homologs thereof, are also provided herein. 

A protein of the invention, or a derivative, fragment, analog, homolog or ortholog 

3 0 thereof, may be utilized as an immunogen in the generation of antibodies that 
immunospecifically bind these protein components. 

Various procedures known within the art may be used for the production of polyclonal or 
monoclonal antibodies directed against a protein of the invention, or against derivatives, 
fragments, analogs homologs or orthologs thereof (see, for example, Antibodies: A Laboratory 
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Manual, Harlow E, and Lane D, 1988, Cold Spring Harbor Laboratory Press, Cold Spring 
Harbor, NY, incorporated herein by reference). Some of these antibodies are discussed below. 



5.13.1 Polyclonal Antibodies 

5 For the production of polyclonal antibodies, various suitable host animals (e.g., rabbit, 

goat, mouse or other mammal) may be immunized by one or more injections with the native 
protein, a synthetic variant thereof, or a derivative of the foregoing. An appropriate 
immunogenic preparation can contain, for example, the naturally occurring immunogenic 
protein, a chemically synthesized polypeptide representing the immunogenic protein, or a 

1 0 recombinantly expressed immunogenic protein. Furthermore, the protein may be conjugated to 
a second protein known to be immunogenic in the mammal being immunized. Examples of such 
immunogenic proteins include but are not limited to keyhole limpet hemocyanin, serum albumin, 
bovine thyroglobulin, and soybean trypsin inhibitor. The preparation can further include an 
adjuvant Various adjuvants used to increase the immunological response include, but are not 

1 5 limited to, Freund's (complete and incomplete), mineral gels (e.g., aluminum hydroxide), surface 
active substances (e.g., lysolecithin, plurordc polyols, polyanions, peptides, oil emulsions, 
dinitrophenol, etc.), adjuvants usable in humans such as Bacille Calmette-Guerin and 
Corynebacterium parvum, or similar immunostimulatory agents. Additional examples of 
adjuvants which can be employed include MPL-TDM adjuvant (monophosphoryl Lipid A, 

20 synthetic trehalose dicorynomycolate). 

The polyclonal antibody molecules directed against the immunogenic protein can be 
isolated from the mammal (e.g., from the blood) and further purified by well known techniques, 
such as affinity chromatography using protein A or protein G, which provide primarily the IgG 
fraction of immune serum. Subsequently, or alternatively, the specific antigen which is the 

25 target of the immunoglobulin sought, or an epitope thereof, may be immobilized on a column to 
purify the immune specific antibody by immunoaffinity chromatography. Purification of 
immunoglobulins is discussed, for example, by D. Wilkinson (The Scientist, published by The 
Scientist, Inc., Philadelphia PA, Vol. 14, No. 8 (April 17, 2000), pp. 25-28). 

3 0 5.13.2 Monoclonal Antibodies 

The term "monoclonal antibody" (MAb) or "monoclonal antibody composition", as used 
herein, refers to a population of antibody molecules that contain only one molecular species of 
antibody molecule consisting of a unique light chain gene product and a unique heavy chain 
gene product, In particular, the complementarity determining regions (CDRs) of the monoclonal 
35 antibody are identical in all the molecules of the population. MAbs thus contain an antigen 
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binding site capable of immunoreacting with a particular epitope of the antigen characterized by 
a unique binding affinity for it 

Monoclonal antibodies can be prepared using hybridoma methods, such as those 
described by Kohler and Milstein, Nature. 256:495 (1975). In a hybridoma method, a mouse, 
5 hamster, or other appropriate host animal, is typically immunized with an imtrmniring agent to 
elicit lymphocytes that produce or are capable of producing antibodies that will specifically bind 
to the immunizing agent. Alternatively, the lymphocytes can be immunized in vitro. 
The immunizing agent will typically include the protein antigen, a fragment thereof or a fusion 
protein thereof Generally, either peripheral blood lymphocytes are used if cells of human origin 

10 are desired, or spleen cells or lymph node cells are used if non-human mammalian sources are 
desired. The lymphocytes are then fused with an immortalized cell line using a suitable fusing 
agent, such as polyethylene glycol, to form a hybridoma cell (Goding, Monoclonal Antibodies: 
Principles and Practice. Academic Press, (1986) pp. 59-103). Immortalized cell lines are usually 
transformed mammalian cells, particularly myeloma cells of rodent, bovine and human origin. 

15 Usually, rat or mouse myeloma cell lines are employed. The hybridoma cells can be cultured in 
a suitable culture medium that preferably contains one or more substances that inhibit the growth 
or survival of the unfused, immortalized cells. For example, if the parental cells lack the enzyme 
hypoxanthine guanine phosphoribosyl transferase (HGPRT or HPRT), the culture medium for 
the hybridomas typically will include hypoxanthine, aminopterin, and thymidine ("HAT 

20 medium"), which substances prevent the growth of HGPRT-deficient cells. 

Preferred immortalized cell lines are those that fuse efficiently, support stable high level 
expression of antibody by the selected antibody-producing cells, and are sensitive to a medium 
such as HAT medium. More preferred immortalized cell lines are murine myeloma lines, which 
can be obtained, for instance, from the Salk Institute Cell Distribution Center, San Diego, 

25 California and the American Type Culture Collection, Manassas, Virginia. Human myeloma and 
mouse-human heteromyeloma cell lines also have been described for the production of human 
monoclonal antibodies (Kozbor, J- Tmmnnnl.. 133:3001 (1984); Brodeur et al., Monoclonal 
Antibody Production Techniqu es and Applications. Marcel Dekker, Inc., New York, (1987) pp. 
51-63). 

30 The culture medium in which the hybridoma cells are cultured can then be assayed for 

the presence of monoclonal antibodies directed against the antigen. Preferably, the binding 
specificity of monoclonal antibodies produced by the hybridoma cells is determined by 
immunoprecipitation or by an in vitro binding assay, such as radioimmunoassay (RIA) or 
enzyme-linked immunoabsorbent assay (ELISA). Such techniques and assays are known in the 

35 art. The binding affinity of the monoclonal antibody can, for example, be determined by the 
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Scatchard analysis of Munson and Pollard, Anal. Biochem.. 102:220 (1980). Preferably, 
antibodies having a high degree of specificity and a high binding affinity for the target antigen 
are isolated 

After the desired hybridoma cells are identified, the clones can be subcloned by limiting 
5 dilution procedures and grown by standard methods. Suitable culture media for this purpose 
include, for example, Dulbecco's Modified Eagle's Medium and RPMI-1640 medium. 
Alternatively, the hybridoma cells can be grown in vivo as ascites in a mammal. 
The monoclonal antibodies secreted by the subclones can be isolated or purified from the culture 
medium or ascites fluid by conventional immunoglobulin purification procedures such as, for 

10 example, protein A-Sepharose, hydroxylapatite chromatography, gel electrophoresis, dialysis, or 
affinity chromatography. 

The monoclonal antibodies can also be made by recombinant DNA methods, such as 
those described in U.S. Patent No. 4,816,567. DNA encoding the monoclonal antibodies of the 
invention can be readily isolated and sequenced using conventional procedures (e.g., by using 

15 oligonucleotide probes that are capable of binding specifically to genes encoding the heavy and 
light chains of murine antibodies). The hybridoma cells of the invention serve as a preferred 
source of such DNA. Once isolated, the DNA can be placed into expression vectors, which are 
then transfected into host cells such as simian COS cells, Chinese hamster ovary (CHO) cells, or 
myeloma cells that do not otherwise produce immunoglobulin protein, to obtain the synthesis of 

20 monoclonal antibodies in the recombinant host cells. The DNA also can be modified, for 

example, by substituting the coding sequence for human heavy and light chain constant domains 
in place of the homologous murine sequences (U.S. Patent No. 4,816,567; Morrison. Nature 368. 
812-13 (1994)) or by covalently joining to the immunoglobulin coding sequence all or part of the 
coding sequence for a non-immunoglobulin polypeptide. Such a non-immunoglobulin 

25 polypeptide can be substituted for the constant domains of an antibody of the invention, or can 
be substituted for the variable domains of one antigen-combining site of an antibody of the 
invention to create a chimeric bivalent antibody. 

5.13.2 Humanized Antibodies 

30 The antibodies directed against the protein antigens of the invention can further comprise 

humanized antibodies or human antibodies. These antibodies are suitable for administration to 
humans without engendering an immune response by the human against the administered 
immunoglobulin. Humanized forms of antibodies are chimeric immunoglobulins, 
immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab 1 , F(ab')2 or other antigen- 

35 binding subsequences of antibodies) that are principally comprised of the sequence of a human 
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immunoglobulin, and contain minimal sequence derived from a non-human immunoglobulin. 
Humanization can be performed following the method of Winter and co-workers (Jones et aL, 
Nature, 321 :522-525 (1986); Riechmann et aL, Nature, 332:323-327 (1988); Verhoeyen et al., 
Science . 239:1534-1536 (1988)), by substituting rodent CDRs or CDR sequences for the 
5 corresponding sequences of a human antibody. (See also U.S. Patent No. 5,225,539.) In some 
instances, Fv framework residues of the human immunoglobulin are replaced by corresponding 
non-human residues. Humanized antibodies can also comprise residues which are found neither 
in the recipient antibody nor in the imported CDR or framework sequences. In general, the 
humanized antibody will comprise substantially all of at least one, and typically two, variable 

1 0 domains, in which all or substantially all of the CDR regions correspond to those of a non-human 
immunoglobulin and all or substantially all of the framework regions are those of a human 
immunoglobulin consensus sequence. The humanized antibody optimally also will comprise at 
least a portion of an immunoglobulin constant region (Fc), typically that of a human 
immunoglobulin (Jones et al., 1986; Riechmann et al., 1988; and Presta, Curr. Op. Struct. Biol.. 

15 2:593-596(1992)). 



5.13.3 Human Antibodies 

Fully human antibodies relate to antibody molecules in which essentially the entire 
sequences of both the light chain and the heavy chain, including the CDRs, arise from human 

20 genes. Such antibodies are termed "human antibodies", or "fully human antibodies" herein. 
Human monoclonal antibodies can be prepared by the trioma technique; the human B-cell 
hybridoma technique (see Kozbor, et al., 1983 Immunol Today 4: 72) and the EBV hybridoma 
technique to produce human monoclonal antibodies (see Cole, et al., 1985 In: Monoclonal 
Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Human monoclonal 

25 antibodies may be utilized in the practice of the present invention and may be produced by using 
human hybridomas (see Cote, et al., 1983. Proc Natl Acad Sci USA 80: 2026-2030) or by 
transforming human B-cells with Epstein Bair Virus in vitro (see Cole, et al., 1985 In: 
Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 

30 including phage display libraries (Hoogenboom and Winter, J. Mol. Biol.. 227:381 (1991); 
Marks et al., J. Mol. Biol.. 222:581 (1991)). Similarly, human antibodies can be made by 
introducing human immunoglobulin loci into transgenic animals, e.g., mice in which the 
endogenous immunoglobulin genes have been partially or completely inactivated. Upon 
challenge, human antibody production is observed, which closely resembles that seen in humans 

35 in all respects, including gene rearrangement, assembly, and antibody repertoire. This approach 
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is described, for example, in U.S. Patent Nos. 5,545,807; 5,545,806; 5,569,825; 5,625,126; 
5,633,425; 5,661,016, and in Marks et al. fBio/Technology K), 779-783 (1992)); Lonberg et al. 
(Nature 368 856-859 (1994)); Morrison ( Nature 368, 812-13 (1994)); Fishwild et al,( Nature 
Biotechnology 14, 845-51 (1996)); Neuberger (Nature Biotechnology 14, 826 (1996)); and 
5 Lonberg and Huszar (Intern. Rev. Immunol. 13 65-93 (1 995)). 

Human antibodies may additionally be produced using transgenic nonhuman animals 
which are modified so as to produce fully human antibodies rather than the animal's endogenous 
antibodies in response to challenge by an antigen. (See PCT publication WO94/02602). The 
endogenous genes encoding the heavy and light immunoglobulin chains in the nonhuman host 

1 0 have been incapacitated, and active loci encoding human heavy and light chain immunoglobulins 
are inserted into the host's genome. The human genes are incorporated, for example, using yeast 
artificial chromosomes containing the requisite human DNA segments. An animal which 
provides all the desired modifications is then obtained as progeny by crossbreeding intermediate 
transgenic animals containing fewer than the full complement of the modifications. The 

1 5 preferred embodiment of such a nonhuman animal is a mouse, and is termed the Xenomouse™ 
as disclosed in PCT publications WO 96/33735 and WO 96/34096. This animal produces B cells 
which secrete fully human immunoglobulins. The antibodies can be obtained directly from the 
animal after immunization with an immunogen of interest, as, for example, a preparation of a 
polyclonal antibody, or alternatively from immortalized B cells derived from the animal, such as 

20 hybridomas producing monoclonal antibodies. Additionally, the genes encoding the 

immunoglobulins with human variable regions can be recovered and expressed to obtain the 
antibodies directly, or can be further modified to obtain analogs of antibodies such as, for 
example, single chain Fv molecules. 

An example of a method of producing a nonhuman host, exemplified as a mouse, lacking 

25 expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. Patent No. 

5,939,598. It can be obtained by a method including deleting the J segment genes from at least 
one endogenous heavy chain locus in an embryonic stem cell to prevent rearrangement of the 
locus and to prevent formation of a transcript of a rearranged immunoglobulin heavy chain locus, 
the deletion being effected by a targeting vector containing a gene encoding a selectable marker; 

30 and producing from the embryonic stem cell a transgenic mouse whose somatic and germ cells 
contain the gene encoding the selectable marker. 

A method for producing an antibody of interest, such as a human antibody, is disclosed in 
U.S. Patent No. 5,916,771. It includes introducing an expression vector that contains a 
nucleotide sequence encoding a heavy chain into one mammalian host cell in culture, introducing 

35 an expression vector containing a nucleotide sequence encoding a light chain into another 
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mammalian host cell, and fusing the two cells to form a hybrid cell. The hybrid cell expresses an 
antibody containing the heavy chain and the light chain. 

In a further improvement on this procedure, a method for identifying a clinically relevant 
epitope on an immunogen, and a correlative method for selecting an antibody that binds 
5 immunospecifically to the relevant epitope with high affinity, are disclosed in PCT publication 
WO 99/53049. 

5.13.4 F a b Fragments and Single Chain Antibodies 

According to the invention, techniques can be adapted for the production of single-chain 
10 antibodies specific to an antigenic protein of the invention (see e.g., U.S. Patent No. 4,946,778). 
In addition, methods can be adapted for the construction of Fab expression libraries (see e.g., 
Huse, et al., 1989 Science 246: 1275-1281) to allow rapid and effective identification of 
monoclonal Fab fragments with the desired specificity for a protein or derivatives, fragments, 
analogs or homologs thereof. Antibody fragments that contain the idiotypes to a protein antigen 
1 5 may be produced by techniques known in the art including, but not limited to: (i) an F^^ 

fragment produced by pepsin digestion of an antibody molecule; (ii) an Fab fragment generated 
by reducing the disulfide bridges of an F^ fragment; (iii) an F^ fragment generated by the 
treatment of the antibody molecule with papain and a reducing agent and (iv) F v fragments. 

20 5.13.5 Bispecific Antibodies 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies that 
have binding specificities for at least two different antigens. In the present case, one of the 
binding specificities is for an antigenic protein of the invention. The second binding target is any 
other antigen, and advantageously is a cell-surface protein or receptor or receptor subunit. 

25 Methods for making bispecific antibodies are known in the art. Traditionally, the 

recombinant production of bispecific antibodies is based on the co-expression of two 
immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have different 
specificities (Milstein and Cuello, Nature. 305:537-539 (1983)). Because of the random 
assortment of immunoglobulin heavy and light chains, these hybridomas (quadromas) produce a 

30 potential mixture of ten different antibody molecules, of which only one has the correct 

bispecific structure. The purification of the correct molecule is usually accomplished by affinity 
chromatography steps. Similar procedures are disclosed in WO 93/08829, published 13 May 
1993, and in Traunecker et al, 1991 EMBQ 10:3655-3659. 

Antibody variable domains with the desired binding specificities (antibody-antigen 

35 combining sites) can be fused to immunoglobulin constant domain sequences. The fusion 
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preferably is with an immunoglobulin heavy-chain constant domain, comprising at least part of 
the hinge, CH2, and CH3 regions. It is preferred to have the first heavy-chain constant region 
(CHI) containing the site necessary for light-chain binding present in at least one of the fusions. 
DNAs encoding the immunoglobulin heavy-chain fusions and, if desired, the immunoglobulin 
5 light chain, are inserted into separate expression vectors, and are co-transfected into a suitable 
host organism. For further details of generating bispecific antibodies see, for example, Suresh et 
al., Methods in Enzvmology. 121:210 (1986). 

According to another approach described in WO 96/2701 1, the interface between a pair 
of antibody molecules can be engineered to maximize the percentage of heterodimers which are 

1 0 recovered from recombinant cell culture. The preferred interface comprises at least a part of the 
CH3 region of an antibody constant domain. In this method, one or more small amino acid side 
chains from the interface of the first antibody molecule are replaced with larger side chains (e.g. 
tyrosine or tryptophan). Compensatory "cavities" of identical or similar size to the large side 
chain(s) are created on the interface of the second antibody molecule by replacing large amino 

1 5 acid side chains with smaller ones (e.g. alanine or threonine). This provides a mechanism for 
increasing the yield of the heterodimer over other unwanted end-products such as homodimers. 

Bispecific antibodies can be prepared as full length antibodies or antibody fragments (e.g. 
F(ab')2 bispecific antibodies). Techniques for generating bispecific antibodies from antibody 
fragments have been described in the literature. For example, bispecific antibodies can be 

20 prepared using chemical linkage. Brennan et al., Science 229:81 (1985) describe a procedure 
wherein intact antibodies are proteolytically cleaved to generate F(ab')2 fragments. These 
fragments are reduced in the presence of the dithiol complexing agent sodium arsenite to 
stabilize vicinal dithiols and prevent intermolecular disulfide formation. The Fab' fragments 
generated are then converted to thionitrobenzoate (TNB) derivatives. One of the Fab'-TNB 

25 derivatives is then reconverted to the Fab'-thiol by reduction with mercaptoethylamine and is 
mixed with an equimolar amount of the other Fab'-TNB derivative to form the bispecific 
antibody. The bispecific antibodies produced can be used as agents for the selective 
immobilization of enzymes. 

Additionally, Fab' fragments can be directly recovered from E. coli and chemically 

30 coupled to form bispecific antibodies. Shalaby et al., J. Exp. Med. 175:217-225 (1992) describe 
the production of a fully humanized bispecific antibody F(ab')2 molecule. Each Fab' fragment 
was separately secreted from E. coli and subjected to directed chemical coupling in vitro to form 
the bispecific antibody. The bispecific antibody thus formed was able to bind to cells 
overexpressing the ErbB2 receptor and normal human T cells, as well as trigger the lytic activity 

35 of human cytotoxic lymphocytes against human breast tumor targets. 
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Various techniques for making and isolating bispecific antibody fragments directly from 
recombinant cell culture have also been described. For example, bispecific antibodies have been 
produced using leucine zippers. Kostelny et al., J. Immunol. 148(5):1547-1553 (1992). The 
leucine zipper peptides from the Fos and Jun proteins were linked to the Fab 5 portions of two 
5 different antibodies by gene fusion. The antibody homodimers were reduced at the hinge region 
to form monomers and then re-oxidized to form the antibody heterodimers. This method can 
also be utilized for the production of antibody homodimers. The "diabody" technology 
described by Hollinger et al., Proc. Natl. Acad. Sci. USA 90:6444-6448 (1993) has provided an 
alternative mechanism for making bispecific antibody fragments. The fragments comprise a 

10 heavy-chain variable domain (Vh) connected to a light-chain variable domain (Vl) by a linker 
which is too short to allow pairing between the two domains on the same chain. Accordingly, 
the Vh and Vl domains of one fragment are forced to pair with the complementary Vl and Vh 
domains of another fragment, thereby forming two antigen-binding sites. Another strategy for 
making bispecific antibody fragments by the use of single-chain Fv (sFv) dimers has also been 

15 reported. See, Gruber et al., J. Immunol 152:5368 (1994V 

Antibodies with more than two valencies are contemplated. For example, trispecific 
antibodies can be prepared. Tutt et al., J. Immunol. 147:60 (1991). 
Exemplary bispecific antibodies can bind to two different epitopes, at least one of which 
originates in the protein antigen of the invention. Alternatively, an anti-antigenic arm of an 

20 immunoglobulin molecule can be combined with an arm which binds to a triggering molecule on 
a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3, CD28, or B7), or Fc receptors for 
IgG (FcyR), such as FcyRI (CD64), FcyRII (CD32) and FcyRm (CD 16) so as to focus cellular 
defense mechanisms to the cell expressing the particular antigen. Bispecific antibodies can also 
be used to direct cytotoxic agents to cells which express a particular antigen. These antibodies 

25 possess an antigen-binding arm and an arm which binds a cytotoxic agent or a radionuclide 
chelator, such as EOTUBE, DPTA, DOTA, or TETA. Another bispecific antibody of interest 
binds the protein antigen described herein and further binds tissue factor (TF). 

5.13.6 Heteroconjugate Antibodies 

30 Heteroconjugate antibodies are also wi thin the scope of the present invention. 

Heteroconjugate antibodies are composed of two covalently joined antibodies. Such antibodies 
have, for example, been proposed to target immune system cells to unwanted cells (U.S. Patent 
. No. 4,676,980), and for treatment of HIV infection (WO 91/00360; WO 92/200373; EP 03089). 
It is contemplated that the antibodies can be prepared in vitro using known methods in synthetic 

35 protein chemistry, including those involving crosslinking agents. For example, immunotoxins 
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can be constructed using a disulfide exchange reaction or by forming a thioether bond. 
Examples of suitable reagents for this purpose include iminothiolate and methyl-4- 
mercaptobutyrimidate and those disclosed, for example, in U.S. Patent No. 4,676,980. 



5 5.13.7 Effector Function Engineering 

It can be desirable to modify the antibody of the invention with respect to effector function, so as 
to enhance, e.g., the effectiveness of the antibody in treating cancer. For example, cysteine 
residue(s) can be introduced into the Fc region, thereby allowing interchain disulfide bond 
formation in this region. The homodimeric antibody thus generated can have improved 

10 internalization capability and/or increased complement-mediated cell killing and antibody- 
dependent cellular cytotoxicity (ADCC). See Caron et al, J. Exp Med., 176: 1191-1195 (1992) 
and Shopes, J. Immunol., 148: 2918-2922 (1992). Homodimeric antibodies with enhanced anti- 
tumor activity can also be prepared using heterobifunctional cross-linkers as described in Wolff 
et al. Cancer Research, 53: 2560-2565 (1993). Alternatively, an antibody can be engineered that 

1 5 has dual Fc regions and can thereby have enhanced complement lysis and ADCC capabilities. 
See Stevenson et al., Anti-Cancer Drug Design, 3: 219-230 (1989). 



5.13.8 Immunoconju gates 

The invention also pertains to immunoconjugates comprising an antibody conjugated to a 
20 cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an enzymatically active toxin of 
bacterial, fungal, plant, or animal origin, or fragments thereof), or a radioactive isotope (i.e., a 
radioconjugate). 

Chemotherapeutic agents useful in the generation of such immunoconjugates have been 
described above. Enzymatically active toxins and fragments thereof that can be used include 

25 diphtheria A chain, nonbinding active fragments of diphtheria toxin, exotoxin A chain (from 
Pseudomonas aeruginosa), ricin A chain, abrin A chain, modeccin A chain, alpha-sarcin, 
Aleurites fordii proteins, dianthin proteins, Phytolaca americana proteins (PAPI, PAPA, and 
PAP-S), momordica charantia inhibitor, curcin, crotin, sapaonaria officinalis inhibitor, gelonin, 
mitogellin, restrictocin, phenomycin, enomycin, and the tricothecenes. A variety of 

30 radionuclides are available for the production of radioconjugated antibodies. Examples include 
2,2 Bi, 131 I, 131 In, 90 Y,and 186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of bifunctional 
protein-coupling agents such as N-succiniinidyl-3-(2-pyridyldithiol) propionate (SPDP), 
iminothiolane (IT), bifunctional derivatives of iniidoesters (such as dimethyl adipimidate HCL), 

35 active esters (such as disuccinimidyl suberate), aldehydes (such as glutareldehyde), bis-azido 
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compounds (such as bis (p-azidobenzoyl) hexanediamine), bis-diazonium derivatives (such as 
bis^^azoniximbenzoylj-ethylenediamine), diisocyanates (such as tolyene 2,6-diisocyanate), 
and bis-active fluorine compounds (such as l s 5-difluoro-2,4-dinitrobenzene). For example, a 
ricin immunotoxin can be prepared as described in Vitetta et al., Science, 238; 1098 (1987). 
5 Carbon- 14-labeled l-isotiiiocyanatoben2yl-3-methyldiethylene triaminepentaacetic acid (MX- 
DTPA) is an exemplary chelating agent for conjugation of radionucleotide to the antibody. See 
WO94/11026. 

In another embodiment, the antibody can be conjugated to a "receptor" (such 
streptavidin) for utilization in tumor pretargeting wherein the antibody-receptor conjugate is 
10 administered to the patient, followed by removal of unbound conjugate from the circulation 
using a clearing agent and then administration of a "ligand" (e.g., avidin) that is in turn 
conjugated to a cytotoxic agent. 

4.14 COMPUTER READABLE SEQUENCES 

15 In one application of this embodiment, a nucleotide sequence of the present invention can 

be recorded on computer readable media As used herein, "computer readable media' 1 refers to 
any medium which can be read and accessed directly by a computer. Such media include, but 
are not limited to: magnetic storage media, such as floppy discs, hard disc storage medium, and 
magnetic tape; optical storage media such as CD-ROM; electrical storage media such as RAM 

20 and ROM; and hybrids of these categories such as magnetic/optical storage media. A skilled 
artisan can readily appreciate how any of the presently known computer readable mediums can 
be used to create a manufacture comprising computer readable medium having recorded thereon 
a nucleotide sequence of the present invention. As used herein, "recorded" refers to a process for 
storing information on computer readable medium. A skilled artisan can readily adopt any of the 

25 presently known methods for recording information on computer readable medium to generate 
manufactures comprising the nucleotide sequence information of the present invention. 

A variety of data storage structures are available to a skilled artisan for creating a 
computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means chosen 

30 to access the stored information. In addition, a variety of data processor programs and formats 
can be used to store the nucleotide sequence information of the present invention on computer 
readable medium. The sequence information can be represented in a word processing text file, 
formatted in commercially-available software such as WordPerfect and Microsoft Word, or 
represented in the form of an ASCII file, stored in a database application, such as DB2, Sybase, 

35 Oracle, or the like. A skilled artisan can readily adapt any number of data processor structuring 
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formats (e.g. text file or database) in order to obtain computer readable medium having recorded 
thereon the nucleotide sequence information of the present invention. 

By providing any of the nucleotide sequences SEQ ID NO: 1-984, 1969-2952, 3937-3942 
or 3949-3954 or a representative fragment thereof; or a nucleotide sequence at least 95% 
5 identical to any of the nucleotide sequences of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 
3949-3954 in computer readable form, a skilled artisan can routinely access the sequence 
information for a variety of purposes. Computer software is publicly available which allows a 
skilled artisan to access sequence information provided in a computer readable medium. The 
examples which follow demonstrate how software which implements the BLAST (Altschul et 

10 al., J. Mol. Biol 215:403-410 (1990)) and BLAZE (Brutlag et aL, Comp. Chem. 17:203-207 
(1993)) search algorithms on a Sybase system is used to identify open reading frames (ORFs) 
within a nucleic acid sequence. Such ORFs may be protein encoding fragments and may be 
useful in producing commercially important proteins such as enzymes used in fermentation 
reactions and in the production of commercially usefid metabolites. 

15 As used herein, "a computer-based system 1 ' refers to the hardware means, software 

means, and data storage means used to analyze the nucleotide sequence information of the 
present invention. The minimum hardware means of the computer-based systems of the present 
invention comprises a central processing unit (CPU), input means, output means, and data 
storage means. A skilled artisan can readily appreciate that any one of the currently available 

20 computer-based systems are suitable for use in the present invention. As stated above, the 

computer-based systems of the present invention comprise a data storage means having stored 
therein a nucleotide sequence of the present invention and the necessary hardware means and 
software means for supporting and implementing a search means. As used herein, "data storage 
means" refers to memory which can store nucleotide sequence information of the present 

25 invention, or a memory access means which can access manufactures having recorded theieon 
the nucleotide sequence information of the present invention. 

As used herein, "search means" refers to one or more programs which are implemented 
on the computer-based system to compare a target sequence or target structural motif with the 
sequence information stored within the data storage means. Search means are used to identify 

30 fragments or regions of a known sequence which match a particular target sequence or target 
motif. A variety of known algorithms are disclosed publicly and a variety of commercially 
available software for conducting search means are and can be used in the computer-based 
systems of the present invention. Examples of such software includes, but is not limited to, 
Smith-Waterman, MacPattem (EMBL), BLASTN and BLASTA (NPOLYPEPTEDEIA). A 

35 skilled artisan can readily recognize that any one of the available algorithms or implementing 
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software packages for conducting homology searches can be adapted for use in the present 
computer-based systems. As used herein, a "target sequence" can be any nucleic acid or amino 
acid sequence of six or more nucleotides or two or more amino acids. A skilled artisan can 
readily recognize that the longer a target sequence is, the less likely a target sequence will be 
5 present as a random occurrence in the database. The most preferred sequence length of a target 
sequence is from about 10 to 300 amino acids, more preferably from about 30 to 100 nucleotide 
residues. However, it is well recognized that searches for commercially important fragments, 
such as sequence fragments involved in gene expression and protein processing, may be of 
shorter length. 

10 As used herein, "a target structural motif," or "target motif," refers to any rationally 

selected sequence or combination of sequences in which the sequence(s) are chosen based on a 
three-dimensional configuration which.is formed upon the folding of the target motif. There are 
a variety of target motifs known in the art. Protein target motifs include, but are not limited to, 
enzyme active sites and signal sequences. Nucleic acid target motifs include, but are not limited 

15 to, promoter sequences, hairpin structures and inducible expression elements (protein binding 
sequences). 

4.15 TRIPLE HELIX FORMATION 

In addition, the fragments of the present invention, as broadly described, can be used to 
20 control gene expression through triple helix formation or antisense DNA or RNA, both of which 
methods are based on the binding of a polynucleotide sequence to DNA or RNA. 
Polynucleotides suitable for use in these methods are preferably 20 to 40 bases in length and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - see 
Lee et al., Nucl. Acids Res. 6:3073 (1979); Cooney et al., Science 15241:456 (1988); and Dervan 
25 et al., Science 251 :1360 (1991)) or to the mRNA itself (antisense - Olmno, J. Neurochem. 56:560 
(1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene Expression, CRC Press, Boca 
Raton, FL (1988)). Triple helix-fonnation optimally results in a shut-off of RNA transcription 
from DNA, while antisense RNA hybridization blocks translation of an mRNA molecule into 
polypeptide. Both techniques have been demonstrated to be effective in model systems. 
30 Information contained in the sequences of the present invention is necessary for the design of an 
antisense or triple helix oligonucleotide. 

4.16 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or expression of 
35 one of the ORFs of the present invention, or homolog thereof, in a test sample, using a nucleic 
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acid probe or antibodies of the present invention, optionally conjugated or otherwise associated 
with a suitable label. 

In general, methods for detecting a polynucleotide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the polynucleotide 
5 for a period sufficient to form the complex, and detecting the complex, so that if a complex is 
detected, a polynucleotide of the invention is detected in the sample. Such methods can also 
comprise contacting a sample under stringent hybridization conditions with nucleic acid primers 
that anneal to a polynucleotide of the invention under such conditions, and amplifying annealed 
polynucleotides, so that if a polynucleotide is amplified, a polynucleotide of the invention is 

1 0 detected in the sample. 

In general, methods for detecting a polypeptide of the invention can comprise contacting 
a sample with a compound that binds to and forms a complex with the polypeptide for a period 
sufficient to form the complex, and detecting the complex, so that if a complex is detected, a 
polypeptide of the invention is detected in the sample. 

15 In detail, such methods comprise incubating a test sample with one or more of the 

antibodies or one or more of the nucleic acid probes of the present invention and assaying for 
binding of the nucleic acid probes or antibodies to components within the test sample. 

Conditions for incubating a nucleic acid probe or antibody with a test sample vary. 
Incubation conditions depend on the format employed in the assay, the detection methods 

20 employed, and the type and nature of the nucleic acid probe or antibody used in the assay. One 
skilled in the art will recognize that any one of the commonly available hybridization, 
amplification or immunological assay formats can readily be adapted to employ the nucleic acid 
probes or antibodies of the present invention. Examples of such assays can be found in Chard, 
T., An Introduction to Radioimmunoassay and Related Techniques, Elsevier Science Publishers, 

25 Amsterdam, The Netherlands (1986); Bullock, G.R. et al., Techniques in Immunocytochemistry, 
Academic Press, Orlando, FL Vol. 1 (1982), Vol. 2 (1983), Vol. 3 (1985); Tijssen, P., Practice 
and Theory of immunoassays: Laboratory Techniques in Biochemistry and Molecular Biology, 
Elsevier Science Publishers, Amsterdam, The Netherlands (1985). The test samples of the 
present invention include cells, protein or membrane extracts of cells, or biological fluids such as 

30 sputum, blood, serum, plasma, or urine. The test sample used in the above-described method 
will vary based on the assay format, nature of the detection method and the tissues, cells or 
extracts used as the sample to be assayed. Methods for preparing protein extracts or membrane 
extracts of cells are well known in the art and can be readily be adapted in order to obtain a 
sample which is compatible with the system utilized. 
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In another embodiment of the present invention, kits are provided which contain the 
necessary reagents to carry out the assays of the present invention. Specifically, the invention 
provides a compartment kit to receive, in close confinement, one or more containers which 
comprises: (a) a first container comprising one of the probes or antibodies of the present 
5 invention; and (b) one or more other containers comprising one or more of the following: wash 
reagents, reagents capable of detecting presence of a bound probe or antibody. 

In detail, a compartment kit includes any kit in which reagents are contained in separate 
containers. Such containers include small glass containers, plastic containers or strips of plastic 
or paper. Such containers allows one to efficiently transfer reagents from one compartment to 

10 another compartment such that the samples and reagents are not cross-contaminated, and the 
agents or solutions of each container can be added in a quantitative fashion from one 
compartment to another. Such containers will include a container which will accept the test 
sample, a container which contains the antibodies used in the assay, containers which contain 
wash reagents (such as phosphate buffered saline, Tris-buffers, etc.), and containers which 

1 5 contain the reagents used to detect the bound antibody or probe. Types of detection reagents 
include labeled nucleic acid probes, labeled secondary antibodies, or in the alternative, if the 
primary antibody is labeled, the enzymatic, or antibody binding reagents which are capable of 
reacting with the labeled antibody. One skilled in the art will readily recognize that the disclosed 
probes and antibodies of the present invention can be readily incorporated into one of the 

20 established kit formats which are well known in the art 

4.17 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in medical 
imaging of sites expressing the molecules of the invention (e.g., where the polypeptide of the 
25 invention is involved in the immune response, for imaging sites of inflammation or infection). 
See, e.g., Kunkel et al., U.S. Pat NO. 5,413,778. Such methods involve chemical attachment of 
a labeling or imaging agent, administration of the labeled polypeptide to a subject in a 
pharmaceutically acceptable carrier, and imaging the labeled polypeptide in vivo at the target 
site. 
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4.18 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present invention 
further provides methods of obtaining and identifying agents which bind to a polypeptide 
encoded by an ORF corresponding to any of the nucleotide sequences set forth in SEQ ID NO: 
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1-984, 1969-2952, 3937-3942 or 3949-3954, or bind to a specific domain of the polypeptide 

encoded by the nucleic acid. In detail, said method comprises the steps of: ' 

(a) contacting an agent with an isolated protein encoded by an ORF of the present 

invention, or nucleic acid of the invention; and 

5 (b) determining whether the agent binds to said protein or said nucleic acii 

In general, therefore, such methods for identifying compounds that bind to a 

polynucleotide of the invention can comprise contacting a compound with a polynucleotide of 

the invention for a time sufficient to form a polynucleotide/compound complex, and detecting 

the complex, so that if a polynucleotide/compound complex is detected, a compound that binds 

10 to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind to a 

polypeptide of the invention can comprise contacting a compound with a polypeptide of the 

invention for a time sufficient to form a polypeptide/compound complex, and detecting the 

complex, so that if a polypeptide/compound complex is detected, a compound that binds to a 

1 5 polynucleotide of the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention can also 

comprise contacting a compound with a polypeptide of the invention in a cell for a time 

sufficient to form a polypeptide/compound complex, wherein the complex drives expression of a 

receptor gene sequence in the cell, and detecting the complex by detecting reporter gene 

20 sequence expression, so that if a polypeptide/compound complex is detected, a compound that 

binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate the 

activity of a polypeptide of the invention (that is, increase or decrease its activity, relative to 

activity observed in the absence of the compound). Alternatively, compounds identified via such 

25 methods can include compounds which modulate the expression of a polynucleotide of the 

invention (that is, increase or decrease expression relative to expression levels observed in the 

absence of the compound). Compounds, such as compounds identified via the methods of the 

invention, can be tested using standard assays well known to those of skill in the art for their 

ability to modulate activity/expression. 

30 The agents screened in the above assay can be, but are not limited to, peptides, 

carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be selected 

* ■ and screened at random or rationally selected or designed using protein modeling techniques. 

For random screening, agents such as peptides, carbohydrates, pharmaceutical agents and 

the like are selected at random and are assayed for their ability to bind to the pTotein encoded by 

35 the ORF of the present invention. Alternatively, agents may be rationally selected or designed. 
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As used herein, an agent is said to be "rationally selected or designed" when the agent is chosen 
based on the configuration of the particular protein. For example, one skilled in the art can 
readily adapt currently available procedures to generate peptides, pharmaceutical agents and the 
like, capable of binding to a specific peptide sequence, in order to generate rationally designed 
5 antipeptide peptides, for example see Hurby et al., Application of Synthetic Peptides: Antisense 
Peptides," In Synthetic Peptides, A User's Guide, W.H, Freeman, NY (1992), pp. 289-307, and 
Kaspczak et al., Biochemistry 28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as broadly 
described, can be used to control gene expression through binding to one of the ORFs or EMFs 

10 of the present invention. As described above, such agents can be randomly screened or 
rationally designed/selected. Targeting the ORF or EMF allows a skilled artisan to design 
sequence specific or element specific agents, modulating the expression of either a single ORF or 
multiple ORFs which rely on the same EMF for expression control. One class of DNA binding 
agents are agents which contain base residues which hybridize or form a triple helix formation 

15 by binding to DNA or RNA. Such agents can be based on the classic phosphodiester, 

ribonucleic acid backbone, or can be a variety of sulfhydryl or polymeric derivatives which have 
base attachment capacity. 

Agents suitable for use in these methods preferably contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - see 

20 Lee et al., Nucl. Acids Res. 6:3073 (1979); Cooney et al., Science 241 :456 (1988); and Dervan et 
al., Science 251:1360 (1991)) or to the mRNA itself (antisense - Okano, J. Neurochem. 56:560 
(1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene Expression, CRC Press, Boca 
Raton, FL (1988)), Triple helix-formation optimally results in a shut-off of RNA transcription 
from DNA, while antisense RNA hybridization blocks translation of an mRNA molecule into 

25 polypeptide. Both techniques have been demonstrated to be effective in model systems. 

Information contained in the sequences of the present invention is necessary for the design of an 
antisense or triple helix oligonucleotide and other DNA binding agents. 

Agents which bind to a protein encoded by one of the ORFs of the present invention can 
be used as a diagnostic agent Agents which bind to a protein encoded by one of the ORFs of the 

30 present invention can be formulated using known techniques to generate a pharmaceutical 
composition. 

4.19 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific nucleic acid 
3 5 hybridization probes capable of hybridizing with naturally occurring nucleotide sequences. The 
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hybridization probes of the subject invention may be derived from any of the nucleotide 
sequences SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954. Because the 
corresponding gene is only expressed in a limited number of tissues, a hybridization probe 
derived from of any of the nucleotide sequences SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 
5 3949-3954 can be used as an indicator of the presence of RNA of cell type of such a tissue in a 
sample. 

Any suitable hybridization technique can be employed, such as, for example, in situ 
hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,188 provides 
additional uses for oligonucleotides based upon the nucleotide sequences. Such probes .used in 

10 PCR may be of recombinant origin, may be chemically synthesized, or a mixture of both. The 
probe will comprise a discrete nucleotide sequence for the detection of identical sequences or a 
degenerate pool of possible sequences for identification of closely related genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include the 
cloning of nucleic acid sequences into vectors for the production of mRNA probes. Such vectors 

1 5 are known in the art and are commercially available and may be used to synthesize RNA probes 
in vitro by means of the addition of the appropriate RNA polymerase as T7 or SP6 RNA 
polymerase and the appropriate radioactively labeled nucleotides. The nucleotide sequences may 
be used to construct hybridization probes for mapping their respective genomic sequences. The 
nucleotide sequence provided herein may be mapped to a chromosome or specific regions of a 

20 chromosome using well known genetic and/or chromosomal mapping techniques. These 

techniques include in situ hybridization, linkage analysis against known chromosomal markers, 
hybridization screening with libraries or flow-sorted chromosomal preparations specific to 
known chromosomes, and the like. The technique of fluorescent in situ hybridization of 
chromosome spreads has been described, among other places, in Verma et al (1988) Human 

25 Chromosomes: A Manual of Basic Techniques, Pergamon Press, New York NY. 

Fluorescent in situ hybridization of chromosomal preparations and other physical 
chromosome mapping techniques may be correlated with additional genetic map data. Examples 
of genetic map data can be found in the 1994 Genome Issue of Science (265:1981f). Correlation 
between the location of a nucleic acid on a physical chromosomal map and a specific disease (or 

30 predisposition to a specific disease) may help delimit the region of DNA associated with that 
genetic disease. The nucleotide sequences of the subject invention may be used to detect 
differences in gene sequences between normal, carrier or affected individuals. 
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420 PREPARATION OF SUPPORT BOUND OUGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 
example, directly synthesizing the oligonucleotide by chemical means, as is commonly practiced 
using an automated oligonucleotide synthesizer. 
5 Support bound oligonucleotides may be prepared by any of the methods known to those of 

skill in the art using any suitable support such as glass, polystyrene or Teflon. One strategy is to 
precisely spot oligonucleotides synthesized by standard synthesizers. Immobilization can be 
achieved using passive adsorption (Inouye & Hondo, (1990) J. Clin. Microbiol. 28(6) 1469-72); 
using UV light (Nagatae* al, 1985;Dahlene/a/., 1987; Morrissey & Collins, (1989) Mol. Cell 

10 Probes3(2) 1 89-207) or by covalent binding of base modified DNA (Keller etaL, 1988; 1989); all 
references being specifically incorporatedherein. 

Another strategy that may be employed is the use of the strong biotin-streptavidin 
interaction as a linker. For example, Broude et al. (1994) Proc. Natl. Acad. Sci. USA 91(8) 3072-6, 
describe the use of biotinylated probes, although these are duplex probes, that are immobilized on 

1 5 streptavidin-coated magnetic beads. Streptavidin-coated beads may be purchased from Dynal, Oslo. 
Of course, this same linking chemistry is applicable to coating any surface with streptavidin. 
Biotinylated probes may be purchased from various sources, such as, e.g., Operon Technologies 
(Alameda, CA). 

Nunc Laboratories (Naperville, IL) is also selling suitable material that could be used. Nunc 
20 Laboratories have developed a method by which DNA can be covalently bound to the microwell 
surface termed Covalink NH. CovaLinkNH is a polystyrene surface grafted with secondary amino 
groups (>NH) that serve as bridge-heads for further covalent coupling. CovaLink Modules may be 
purchased from Nunc Laboratories. DNA molecules may be bound to CovaLink exclusively at the 
5-end by a phosphoramidatebond, allowing immobilization of more than 1 pmol of DNA 
25 (Rasmussene/a/., (1991) Anal. Biochem. 198(1) 138-42). 

The use of CovaLinkNH strips for covalent binding of DNA molecules at the 5'-endhas 
been described (Rasmussen et al., (1991). In this technology, a phosphoramidatebond is employed 
(Chu et al., (1 983) Nucleic Acids Res. 1 1(8) 65 13-29). This is beneficial as immobilization using 
only a single covalent bond is preferred. The phosphoramidatebond joins the DNA to the 
30 CovaLinkNH secondary amino groups that are positioned at the end of spacer aims covalently 
grafted onto the polystyrene surface through a 2 nm long spacer arm. To link an oligonucleotideto 
CovaLinkNH via an phosphoramidatebond, the oligonucleotide terminus must have a 5 f -end 
phosphate group. It is, perhaps, even possible for biotin to be covalently bound to CovaLink and 
then streptavidin used to bind the probes. 
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More specifically, the linkage method includes dissolving DNA in water (7.5 ng/ul) and 
denaturing for 10 min. at 95°C and cooling on ice for 10 min. Ice-cold 0.1 M 1-methylimidazole, 
pH 7.0 (l-Melm?), is then added to a 6nal concentration of 10 mM l-Mehn?. A ss DNA solution is 
then dispensed into CovaLinkNH strips (75 ul/well) standing on ice. 
5 Carbodiimide 0.2 M 1 -ethyl-3-(3»dime1hylaminopropyl)-carbodiim^ (EDC), dissolved in 

1 0 mM 1 -Melm7, is made fresh and 25 id added per well The strips are incubated for 5 hours at 
50°C. After incubation the strips are washed using, e.g., Nunc-Immuno Wash; first the wells are 
washed 3 times, then they are soaked with washing solution for 5 min., and finally they are washed 
3 times (where in the washing solution is 0.4 N NaOH, 0.25% SDS heated to 50°C). 

10 It is contemplated that a further suitable method for use with the present invention is that 

described in PCT Patent Application WO 90/03382 (Southern & Maskos), incorporated herein by 
reference. This method of preparing an oligonucleotide bound to a support involves attaching a 
nucleoside 3 -reagent through the phosphate group by a covalent phosphodiesterlink to aliphatic 
hydroxyl groups carried by the support The oligonucleotide is then synthesized on the supported 

1 5 nucleoside and protecting groups removed from the synthetic oligonucleotide chain under standard 
conditions that do not cleave the oligonucleotide from the support. Suitable reagents include 
nucleoside phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA probe 
arrays may be employed. For example, addressable laser-activated photodeprotectionmay be 

20 employed in the chemical synthesis of oligonucleotides directly on a glass surface, as described by 
Fodor et al (1991) Science 25 1(4995) 767-73, incorporated herein by reference. Probes may also 
be immobilized on nylon supports as described by Van Ness et al. (1 99 1 ) Nucleic Acids Res. 
19(12) 3345-50; or linked to Teflon using the method of Duncan & Cavalier (1988) Anal. Biochem. 
169(1) 104-8; all references being specifically incorporatedherein. 

25 To link an oligonucleotideto a nylon support, as described by Van Ness et al (1991), 

requires activation of the nylon surface via alkylation and selective activation of the 5-amine of 
oligonucleotides with cyanuric chloride. 

One particular way to prepare support bound oligonucleotides is to utilize the 
light-generated synthesis described by Pease et at, (1994) PNAS USA 91(1 1) 5022-6, incorporated 

30 herein by reference). These authors used current photolithographic techniques to generate arrays of 
immobilized oligonucleotideprobes (DNA chips). These methods, in which light is used to direct 
the synthesis of oligonucleotideprobes in high-density, ininiaturized arrays, utilize photolabile 
5-protected iV'-acyl-deoxynucleosidephosphoramidites, surface linker chemistry and versatile 
combinatorial synthesis strategies, A matrix of 256 spatially defined oligonucleotideprobes may be 

3 5 generated in this manner. 



94 



WO 01/57190 PCT/US01/04098 

4.21 PREPARATION OF NUCLEIC ACID FRAGMENTS 

The nucleic acids may be obtained from any appropriate source, such as cDNAs, genomic 
DNA, chromosomal DNA, microdissected chromosome bands, cosmid or YAC inserts, and KNA, 
including mKNA without any amplification steps. For example, Sambrook et al (1989) describes 
5 three protocols for the isolation of high molecular weight DNA from mammalian cells (p. 
* 9.14-9.23). 

DNA fragments may be prepared as clones in Ml 3 , plasmid or lambda vectors and/or 
prepared directly from genomic DNA or cDNA by PCR or other amplificationmethods. Samples 
may be prepared or dispensed in multiwell plates. About 1 00-1 000 ng of DNA samples may be 
1 0 prepared in 2-5 00 ml of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those of skill 
in the art including, for example, using restriction en2ymes as described at 9.24-9.28 of Sambrook et 
al (1989), shearing by ultrasound and NaOH treatment 

Low pressure shearing is also appropriate^ described by Schrieferef al (1990)Nucleic 
1 5 Acids Res, 1 8(24) 7455-6, incoiporatedherein by reference). In this method, DNA samples are 
passed through a small French pressure cell at a variety of low to intermediate pressures. A lever 
device allows controlled application of low to intermediate pressures to the cell. The results of these 
studies indicate that low-pressure shearing is a useful alternative to sonic and enzymatic DNA 
fragmentationmethods. 

20 One particularly suitable way for fragmenting DNA is contemplated to be that using the two 

base recognition endonuclease, CvzJI, described by Fitzgerald et al (1992) Nucleic Acids Res. 
20(14) 3753-62. These authors described an approach for the rapid fragmentation and fractionation 
of DNA into particular sizes that they contemplated to be suitable for shotgun cloning and 
sequencing. 

25 The restriction endonuclease CviJl normally cleaves the recognition sequence PuGCPy 

between the G and C to leave blunt ends. Atypical reaction conditions, which alter the specificity of 
this enzyme (CVzJI**), yield a quasi-random distribution of DNA fragments form the small 
molecule pUC19 (2688 base pairs). Fitzgerald etal(l992) quantitatively evaluated the 
randomness of this fragmentation strategy, using a CwJI** digest of pUC19 that was size 

3 0 fractionated by a rapid gel filtration method and directly ligated, without end repair, to a lac Z minus 
M13 cloning vector. Sequence analysis of 76 clones showed that CvzJI** restricts pyGCPy and 
PuGCPu, in addition to PuGCPy sites, and that new sequence data is accumulated at a rate 
consistent with random fragmentation. 

As reported in the literature, advantages of this approach compared to sonication and 

35 agarose gel fractionation include: smaller amounts of DNA are required (0.2-0.5 ug instead of 2-5 
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ug); and fewer steps are involved (no preligafion, end repair, chemical extraction, or agarose gel 
electrophoresis and elution are needed 

Irrespective of the manner in which the nucleic acid fragments are obtained or prepared, it is 
important to denature the DNA to give single stranded pieces available for hybridization. This is 
5 achieved by incubating the DNA solution for 2-5 minutes at 80-90°C. The solution is then cooled 
quickly to 2°C to prevent renaturation of the DNA fragments before they are contacted with the 
chip. Phosphate groups must also be removed from genomic DNA by methods known in the art. 

4.22 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon membrane. 

1 0 Spotting may be performed by using arrays of metal pins (the positions of which correspond to an 
array of wells in a microtiter plate) to repeated by transfer of about 20 nl of a DNA solution to a 
nylon membrane. By ojHset printing, a density of dots higher than the density of Ihe wells is 
achieved. One to 25 dots may be accommodated in 1 mm 2 , depending on the type of label used. By 
avoiding spotting in some preselectednumber of rows and columns, separate subsets (subarrays) 

1 5 may be formed. Samples in one subarray may be the same genomic segment of DNA (or the same 
gene) from different individuals, or may be different, overlapped genomic clones. Each of the 
subarrays may represent replica spotting of the same samples. In one example, a selected gene 
segment may be amplified from 64 patients. For each patient, the amplified gene segment may be in 
one 96-well plate (all 96 wells containing the same sample). A plate for each of the 64 patients is 

20 prepared. By using a 96-pin device, all samples may be spotted on one 8 x 1 2 cm membrane. 

Subarrays may contain 64 samples, one from each patient. Where the 96 subarrays are identical, the 
dot span may be 1 mm 2 and there may be a 1 mm space between subarrays. 

Another approach is to use membranes or plates (available from NUNC, Naperville, Illinois) 
which may be partitioned by physical spacers e.g. a plastic grid molded over the membrane, the grid 

25 being similar to the sort of membrane applied to the bottom of multiwell plates, or hydrophobic 
strips. A fixed physical spacer is not preferred for imaging by exposure to flat phosphor-storage 
screens or x-ray films. 

The present invention is illustrated in the following examples. Upon consideration of the 
present disclosure, one of skill in the art will appreciate that many other embodiments and variations 

3 0 may be made in the scope of the present invention. Accordingly, it is intended that the broader 
aspects of the present invention not be limited to the disclosure of the following examples. The 
present invention is not to be limited in scope by the exemplified embodiments which are intended 
as illustrations of single aspects of the invention, and compositions and methods which are 
functionally equivalent are within the scope of the invention. Indeed, numerous modifications and 
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variations in the practice of the invention are expected to occur to those skilled in the art upon 
considerationof the present preferred embodiments. Consequently, the only limitations which 
should be placed upon the scope of the invention are those which appear in the appended claims. 
All references cited within the body of the instant specification are hereby incorporated by 
5 reference in their entirety. 

5.0 EXAMPLES 

5.1 EXAMPLE 1 

Novel Nucleic Acid Sequences Obtained From Various Libraries 
A plurality of novel nucleic acids were obtained from cDNA libraries prepared from various 
1 0 human tissues and in some cases isolated from a genomic library derived from human chromosome 
using standard PCR, SBH sequence signature analysis and Sanger sequencing techniques. The 
inserts of the library were amplified with PCR using primers specific for the vector sequences which 
flank the inserts. Clones from cDNA libraries were spotted on nylon membrane filters and screened 
with oligonucleotideprobes (e.g., 7-mers) to obtain signature sequences. The clones were clustered 
1 5 into groups of similar or identical sequences. Representative clones were selected for sequencing. 

In some cases, the 5' sequence of the amplified inserts was then deduced using a typical 
Sanger sequencing protocol. PCR products were purified and subjected to fluorescent dye 
terminator cycle sequencing. Single pass gel sequencing was done using a 377 Applied Biosystems 
(ABI) sequencer to obtain the novel nucleic acid sequences. In some cases RACE (Random 
20 Amplification of cDNA Ends) was performed to further extend the sequence in the 5 ' direction. 

5.2 EXAMPLE 2 
Assemblage of Novel Nucleic Acids 

The contigs or nucleic acids of the present invention, designated as SEQ ID NO: 1 969-295 1 , 
and 3 949-3 954 were assembled using an EST sequence as a seed. Then a recursive algorithm was 

25 used to extend the seed EST into an extended assemblage, by pulling additional sequences fiom 
different databases (i.e., Hyseq's database containing EST sequences, dbEST version 1 14, gb pri 
1 14, and UniGene version 101) that belong to this assemblage. The algorithm terminated when 
there was no additional sequences fiom the above databases that would extend the assemblage. 
Inclusion of component sequences into the assemblage was based on a BLASTN hit to the 

3 0 extending assemblage with BLAST score greater than 300 and percent identity greater than 95%. 

Tables 6 and 8 sets forth the novel predicted polypeptides (including proteins) encoded by 
the novel polynucleotides (SEQ ID NO:2953-3936, and 3949-3954) of the present invention, and 
their corresponding nucleotide locations to each of SEQ ID NO: 2953-3936 and 3955-3960. Tables 
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6 and 8 also indicates the method by which the polypeptide was predicted. Method A refers to a 
polypeptide obtained by using a software program called FASTY (available from 
http://fasta.bioch.virginia.edu^ which selects a polypeptide based on a comparison of the translated 
novel polynucleotide to known polynucleotides (W.R. Pearson, Methods in Enzymology, 1 83 :63-98 
5 (1990), herein incorporatedby reference). MethodB refers to a polypeptide obtained by using a 
software program called GenScan for human/vertebrate sequences (available from Stanford 
University, Office of Technology Licensing) that predicts the polypeptide based on a probabilistic 
model of gene stmcture/compositionalproperties (C.*Burge and S. Karlin, J. Mol. Biol., 268:78-94 
(1997), incoiporatedherein by reference). Method C refers to a polypeptide obtained by using a 
1 0 Hyseq proprietary software program that translates the novel polynucleotide and its complementary 
strand into six possible amino acid sequences (forward and reverse frames) and chooses the 
polypeptide with the longest open reading frame. 

53 EXAMPLE 3 
Novel Nucleic Acids 

1 5 Using PHRAP (Univ. of Washington) or CAP4 (Paracel), full length gene cDNA sequences 

and their corresponding protein sequences were generated from the assemblage. Any frame shifts 
and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genebank. Other computer programs which may 
have been used in the editing process were phredPhrap and Consed (University of Washington) and 

20 ed-ready, ed-ext and gc-zip-2 (Hyseq, Inc.). The full-lengfh nucleotide sequences are shown in the 
Sequence Listing as SEQ ID NO:l-351 . The amino acids are SEQ ID NO:985-1335. 
Table 1 shows the various tissue sources of SEQ ID NO: 1-351. 

The nearest neighbor results for SEQ ID NO: 1-351 were obtained by a BLASTP version 
2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 release 

25 21 (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 

homologue for SEQ ID NO: 1 -351 from Genpept . The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologs 
with identifiable functions for SEQ ID NO: 1-351 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 

30 Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 
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Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 
5 within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP VI. 1 program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process for 
identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also disclosed by 
10 Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the publication " 
Identification of prokaryotic and eukaryotic signal peptides and prediction of their cleavage sites" 
Protein Engineering, Vol. 10, no. l,pp. 1-6 (1997), incorporated herein by reference. Amaximum 
S score and a mean S score, as described in the Nielson et as reference, was obtained for the 
polypeptide sequences. Table 7 shows the position of the signal peptide in each of the polypeptides 
1 5 and the maximum score and mean score associated with that signal peptide. 

5.4 EXAMPLE 4 
Novel Nucleic Acids 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
20 sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e. dbEST version 1 1 7, gb pri 1 17, 
UniGene version 117, Genpept release 117). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
25 ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS : 3 52-766. The corresponding 
amino acids are SEQ ID NO: 1336-1750. 

Table 1 shows the various tissue sources of SEQ ID NO: 352-766. 
The nearest neighbor results for SEQ ID NO: 352-766 were obtained by a BLASTP 
30 version 2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 
release 21 (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 
homologue for SEQ ED NO: 352-766 from Genpept . The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing, The homologs with 
identifiable functions for SEQ ID NO: 352-766 are shpwn in Table 2 below. 
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Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 
5 the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 
1 0 within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP VI. 1 program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
1 5 disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunner von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol 10, no, 1, pp. 1-6 (1997), incorporated herein by 
reference, A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 7 shows the position of the signal peptide in 
20 each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5.5 EXAMPLES 
Novel Nucleic Acids 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
25 sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e., dbEST version 1 1 8, gb pri 1 1 8, 
UniGene version 118, Genpept release 118). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
30 ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS: 767-930. The corresponding 
amino acid sequences are SEQ ID NO:1751-1914. 

Table 1 shows the various tissue sources of SEQ ID NO: 767-930. 
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The homology results for SEQ ID NO: 767-930 were obtained by a BL ASTP version 
2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 release 
21(Derwent), using BLAST algorithm. The nearest neighbor result showed the homologs for 
SEQ ID NO: 767-930 from Genpept. The translated amino acid sequences for which the nucleic 
5 acid sequence encodes are shown in the Sequence Listing. The homologues with identifiable 
functions for SEQ ID NO: 767-930 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et aL, J. Comp. 
BioL, Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
10 signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et aL, Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1 998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
15 the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 

20 for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 

disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 
reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 

25 was obtained for the polypeptide sequences. Table 7 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5.6 EXAMPLE 6 
Novel Nucleic Acids 

30 Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 

sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e. dbEST version 1 1 8, gb pri 1 18, 
UniGene version 118, Genpept release 118). Other computer programs which may have been used 
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in the editing process were phredPhrap and Consed (University of Washington) and ed-ready , ed- 
ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS: 93 1-965. The corresponding 
x amino acid sequences are shown in SEQ ID NO: 1 91 5-1 949. 
5 Table 1 shows the various tissue sources of SEQ ED NO: 931-965. 

The nearest neighbor results for SEQ ID NO: 93 1-965 were obtained by a BLASTP 
version 2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 
release (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 
homologue for SEQ ID NO: 931-965 from Genpept . The translated amino acid sequences for 
10 which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologs 
with identifiable functions for SEQ ID NO: 93 1-965 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et aL, J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
1 5 signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the positions) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
20 the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark), The process 

25 for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 

disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
- cleavage sites" Protein Engineering, Vol. 1 0, no. 1, pp. 1-6 (1997), incorporated herein by 
reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 

30 was obtained for the polypeptide sequences. Table 7 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5,7 EXAMPLE 7 
Novel Nucleic Acids 
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Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e. dbEST version 1 19, gbpri 119, 
5 UniGene version 119, Genpept release 119). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hy seq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS:966-974. The corresponding 
amino acid sequences are SEQ ID NO: 1950-1958. 

1 0 Table 1 shows the various tissue sources of SEQ ID NO: 966-974. 

The nearest neighbor results for SEQ ID NO: 966-974 were obtained by a BLASTP 
version 2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 
release (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 
homologue for SEQ ID NO: 966-974 from Genpept . The translated amino acid sequences for 

1 5 which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologs 
with identifiable functions for SEQ ID NO: 966-974 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 

20 signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 

25 the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 

30 for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 

disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 
reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 

35 was obtained for the polypeptide sequences. Table 7 shows the position of the signal peptide in 
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each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5,8 EXAMPLE 8 
Novel Nucleic Acids 

5 Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 

sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e. dbEST version 120, gb pri 120, 
UniGene version 1 20, Genpept release 1 20). Other computer programs which may have been used 

10 in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS :975-984. The corresponding 
amino acid sequences are SEQ ID NO: 1 95 9- 1 968 . 

Table 1 shows the various tissue sources of SEQ ID NO: 975-984. 

1 5 The nearest neighbor results for SEQ ID NO: 975-984 were obtained by a BLASTP 

version 2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 21, 2000 
release (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 
homologue for SEQ ID NO: 975-984 from Genpept . The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologs 

20 with identifiable functions for SEQ ID NO: 975-984 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 

25 the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 

30 within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP VI. 1 program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
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disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 

publication " Identification of prokaiyotic and eukaryotic signal peptides and prediction of their 

cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 

reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 

5 was obtained for the polypeptide sequences. Table 7 shows the position of the signal peptide in 

each of the polypeptides and the maximum score and mean score associated with that signal 

peptide. 

5.9 EXAMPLE 9 
Novel Nucleic Acids 

10 Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 

sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e. dbEST version 120,gbpri 120, 
UniGene version 120, Genpept release 120). Other computer programs which may have been used 

15 in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hy seq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS:3937-3942. Hie 
correspondingpeptide sequence is SEQ ID NO: 3943-3948. 

Table 1 shows the various tissue sources of SEQ ID NO: 3937-3942. 

20 The nearest neighbor results for SEQ ID NO: 3937-3942 were obtained by a BLASTP 

version 2.0al 19MP-WashU search against Genpept release 120 and Geneseq October 12, 2000 
release 21 (Derwent), using BLAST algorithm. The nearest neighbor result showed the closest 
homologue for SEQ ID NO: 3937-3942 from Genpept . The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologs 

25 with identifiable functions for SEQ ID NO: 3937-3942 are shown in Table 9 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
BioL, Vol. 6 pp. 219t235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 10 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 

30 the eMatrix p-value(s) and the position(s) of the signature within' the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Rss., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 1 1 shows the name of 
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the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP VI .1 program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 
reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 12 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

Tables 5 and 13 are correlation tables of all of the sequences and the SEQ ID NOS. 



TABLE 1 



Tissue Origin 


RNA 
Source 


Library 
Name 


SEQ ID NOS: 


lung 






3 1125496575 114 141 156160 172 
190 198 209 217 224 229 234-235 267 
269 274 277 282 284 303 308 312 320 
334 336 352 372 396 398 412 414 437 
453 464 470 481 492-494 508-509 532 
539 581 584 617-619 621 628 633 643 
688 691 745 752 761 768 794 822 837 
848 876 887 953 967 973 


adult brain 


GIBCO 


AB3001 


1 3 12-13 16 22-24 28-29 41 48 58 65 78 
82 89-90 94 97 103 112 114-115 117 120 
122 130-131 168 181 184 186-187 189- 
190 198 208 216 247 249 259 270 277 
297 301 308 312 314 321 333 348 374 
396 403 406 410 412 416-417 420 423 
426-427 431 456 474 481 484-485 488 
498 500 508-509 530 549 553 558 563- 
564 583 596 602-603 608 612 621-622 
624 643 650 674 699 71 1 736 738-739 
753 770 779-780 785-786 802-803 816 
822 839 842 848 859 861 871 893-894 
897 900 903 925 954 958 967 969 


adult brain 


GBCO 


ABD003 


3 19 21-25 28-29 31 33-34 37 39 41 46-48 
53 5 8 63-64 66 72 78 80 99 103 109-110 
112 114 118 120-124 126 132-133 135 
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139 143 146 148-149 159 163 168 174 
176 179-180 184-185 188-190202 208- 
209 216-217 221 223 230 234-235 240 
244 249 25 1 253 255 258-259 263 269- 
270 277 282 285-286 290 294-295 297 
301-302 304-305 307-308 311-312 314 
320 329 333 335-336 342 344 346 349 
354 358 365 370 373-374 377 380 382- 
383 388 394-396 399 401-402 406 409- 
410 413 416 420-421 425 428 430-431 
436^37 442 456 462 464 466-467 474 
484 486 495-496 500-501 506 508-509 
519 530 537 542 549 561-562 564 572 
574 577-578 580-583 586-587 589 592- 
593 596-597 601 608 610 612-614 617- 
624 630-632 635 637 650 658 663-664 
668 676 679 681 689-690 693 699 724 
726 732 736 742-743 747 767-770 780 
784 789 793 799 802-805 813 817-818 
822 824 829-831 837 839 845 848 856 
859-860 864 871-872 875-876 881 887 
896-897 901 903 907 910-911 925 930 
933 943-944 947 952-953 958 962-963 
965 967 972 977 


adult brain 


Clontech 


ABR001 


3 53 66 113 115 126 135 160 172 179 185 
204 263 273 305 312 323 358 380 383 
395-396 403 420 428-429 431 461 542 
583 586 606-607 611 620 645-646 688 
690 715 732 736 740 748 754 768 784- 
786 790 796 800 878 897 906-907 947 
977 


adult brain 


Clontech 


ABR006 


19 32 49 53 60 72 91 103 118 125 130- 
131 134 184 224 275 338 350 354 361- 
363 374 384 390 394 396 431-432 434- 
435 445 468 549 621 732 734-736 745 
760-761 764 768-769 775 787 806 81 1 
818 887 903 906 918 930 942 947 957 
973 977 


adult brain 


Clontech 


ABR008 


2-3 9-11 14 17 21 23-25 28-29 31-35 37 
41-42 45 47-48 56-57 65-66 69-70 72 75 
77-78 88 91-92 97-99 101 103 112-115 
118-128 130-131 135 138-140 142 144- 
146 148 152 156-157 159-160 163 168 
172 174 176 178-180 182-190 194 196- 
198 200-201 204 209-214 218 220-225 
228-230 232-233 238-240 243-244 246 
254-256 260-264 270 272-274 278-279 
282-285 289-291 293-294 296-297 301 
303-306 312-314 317 321-322 325-328 
334 336 338 340-342 344 346 348 350- 
352 354 356-358 363 366 369-374 376 
379-381 383-386 388-394 398-399 402- 
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403 405 409-412 414 418-421 423-424 
426-427 430 433-437 443 445-450 452 
456-457 460 462 464 471 479 482-483 
485 488 490-498 505 507 510 516 519- 
522 524 527-532 535 538-539 542-545 
548 551 553 555 561-562 566 569 571 
574 580-583 588-589 593 597 601-608 
611-612 614-615 617-618 621-622 624 
630-635 642 644 646-648 650-652 655 
657 659-661 664-665 668 672 674 689 
693-699 701-702 708 711 715 717 724 
728-730 732 734-735 738-740 745 747- 
750 753-755 757 761 763-764 766-769 
772-773 775 780-781 789-791 793-795 
799-800 802-806 809 812 818-819 821- 
822 826 829-830 832 834-835 841 843 
845 856 858-859 861 864 866 870 872 
876 880 883 885 887 893-898 902 906- 
916 918 921 925-926 930-931 933 942- 
943 946 948 950-951 953-954 958-960 
962-965 967 969-970 972 977 


adult brain 


Clontech 


ABR011 


57 196 270 304 344436 834 


adult brain 


BioChain 


ABR012 


14 82 121-122 168 691 


adult brain 


Invitrogen 


ABR013 


72 108 263 270 336 425 492-494 732 787 
790 826 880 


adult brain 


Invitrogen 


ABR014 


293 394 399 764 768-769 928 967 


adult brain 


Invitrogen 


ABR015 


738-739 764 


adult brain 


Invitrogen 


ABR016 


320 374 396 399 405 684 742-743 767 
931 947 967 


adult brain 


Invitrogen 


ABT004 


21 33-34 37-38 47 52 57-58 69 72 91-93 
109 119 122-124 126-127 135 142-143 
158 167-168 185-188 194 200 212 232 
242 246 255 258 270 277 279 293 301 
312-313 319 322-323 331 341 346 348 
371 374 388 391 394 399 401 409 411 
429 436-437 456 462 477 488 496 498 
510 512 515 539 542 545 549 559 563 
573 579 587 589 601-605 612 620-621 
624 640 643 647 681 715 723 728 732 
735-736 740 745 748 753 766 785-786 
792-793 797-801 812 822 829-831 853- 
856 859 876-877 884 893-894 908-909 
918 925 933 950 969 978 


cultured 
preadipocytes • 


Strategene 


ADP001 


4 28-29 69 93 114 121 132-133 135 151- 
152 159 167 172 178 181 184 190 194- 
195 203-204 209 217 219 240 248 260- 
262 267 273-274 277 282 297 301 304 
312 314 326-327 361-362 371 374 388 
394 401 403 405 41 1 420 437 453 466- 
467 470 474 478 496 507-509 517 530 
532-533 584 588 593 602-603 608 610 
617-621 630-631 633 639 642-643 661 
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693 729 746 761 765 769 834 842 848 
887 907 923 947-950 957 967 969 


adrenal gland 


Clontech 


ADR002 


1 3 12-13 21 23-24 27-29 67 74 78 103- 
105 108-109 113 115 118 120-121 128- 
133 149 156 160 172 177 182 214 217 
223 232-233 247 254 269-270 273-274 
277 283 285 288 298-299 308 317 319 
328 338 340 342 361-362 364 372 376- 
377 382 384 401-402 405-406 416 420 
431 437 444 446 448 457 462 484 500 
507 517 524 532-533 539 545 554 561- 
562 564 588 597 602-603 606-607 635 
642 646 649 658 664 674 693 703 730 
740 745 752 759 765 767 775 779 799 
809 817-818 839 845 856 859 863 887 
890-891 896 948 953 958 961-963 973 


adult heart 


GEBCO 


AHR001 


13-4 8 10 14 20-21 25 28-29 33-34 37-38 
41 48 54-57 65 69-72 75 78 80 82-83 97 
99-100 108 112-115 117-121 123-124 
128-133 141 144-146 149 152 159 162- 
163 168 172 176 179 181 184 186-187 
190-191 201 203 208-209212216-218 
221 223 227 229 233 244 247 249 253- 
255 258 263-264 267 269-270 274 278 
280-282 285 289 291 295 297-299 301 
303-304 308 313 317 321-322 326 328 
334 344 348 352 358 361-363 370-371 
380 382-383 388 394-396 398 401 403 
405-406 410-416 423 425-427 430-431 
436 452-453 464-465 470-474 481-484 
487-488 490 492-494 496 499-500 505- 
506 508-509 514 523 529-530 533 547- 
548 553 558 563-565 577-578 586-588 
590 593 597 601-603 606-608 610-613 
617-619 621-622 626-628 637-638 642- 
644 652 658 661 672 682-683 688 691 
693 697 699 708 711 713 715 732 737 
745 747-748 750-753 759 761 765 768- 
770 775 790 802-803 814-815 818-819 
830 837 839-840 842 845 848 859 861- 
862 867 876-877 887 891-892 896 900- 
901 903 905-906 908-909 919-920 922 
925 928 936 939-940 946-947 950 953 
959 967 970-971 973 977 


adult kidney 


GIBCO 


AKD001 


1 3 8 12-14 17 19-25 28-29 33-34 37-39 
41 46-48 50 52 55-60 62 65-67 69 71-72 
75 77-78 82 84 89-90 93 97 108-110 114- 
116 118-121 123-125 128 130-133 135 
138 144 146 149 156 159-161 163-164 
167-172 176 179 184 186-187 189-190 
194 196 200-202 204 209 21 1-212 216- 
217 219 221 223-224 229 232-235 244 
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247 250 253 255-256 258 263-264 268- 
272 274 277-281 283 286 288-290 292 
294-295 297 301 303-309 311-314 316 
319-323 325 328-338 342 348-349 352 
354-355 358 361-363 365 370-371 373 
376-378 380 382-383 388 395-399 401- 
403 405-406 409-413 416 418-420 425- 
428 430-431 440 442 452-454 462 464- 
465 470 472-474 477 479 481 483-485 
487-489 492-495 498-500 504 506 510 
517 522 525 529-530 532-533 539 542- 
543 547 551-552 558 560-564 569-570 
573-574 577-578 580-583 585-590 594- 
596 601-608 610-613 617-621 624 626- 
628 630-631 634-636 639 642-643 648 
652 656 658 664-665 676-677 679 681 
688-691 693 697 699 708 711 715 717 
720-722 724 729-732 738-741 747-748 
751-753 761 765 770-778 780 784 789 
791 793 797 804 813 817 823-824 834 
837 839 842-843 845 848 859 861-862 
864 867 870 876-877 887 889 892-894 
896-897 900-901 903 907 913-915 918 
921 923 925 929-930 932 939 942 946- 
947 949-950 953 958-959 961-963 967 
969 972 977 


adult kidney 


Invitrogen 


AKT002 


13 1621 30 32 35 38-41 46-47 56 77 92 
109 123-124 130-131 146 149 161 167- 
168 172 176 190 209 212 234-235 258 
279 292 301 303 308 314 333 355 363 
372 380 383 396 399 402 418-419 426- 
427 431 448 454 461 471-474 488-489 
495 498 504 506 508-509 520-521 530 
537 539-541 545 547 563 582-583 592 
613 617-618 621 623-624 633 655 688 
690 693 699 704 713 732 745 752-753 
761 766-768 770 784 789 797 837 842 
848-849 866-867 877 887 893-894 903 
914-915 925 929-930 937 944-945 947- 
949 955 961 967 984 


adult lung 


GEBCO 


ALG001 


1 3 14 18 28-29 38 54-56 59 92 110 114- 
115 130-131 146 149 156 159 164 167 
176 184 209 217 234-236 240 255-256 
258 263-264 269 271 276 280-281 297 
305 308 312 314 322 325 332 336 344 
353 361-362 388 401 410 420-421 426- 
427 431 465 469 474 484 498 500 506 
508-509 517 530 532 573 592 596 613 
619-620 623 626-628 638 658 679 681 
684 689 717 731 741 771 791 799 817 
834 845 861-862 864 875-876 901 921 
925 928 932 940 947 949 959 962-963 
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967 


lymph node 


Clontech 


ALN001 


3 10 1 10 146 160 168 196 209 221 269 
278 301 336 348 394 405 411 420 422 
459 464 474 485 503 506-507 532 563 
582 619 623 630-631 642 669 684 697 
713 715 727 747 767 769 789 825 839 
842 849 887 896 913 921 925 


young liver 


GIBCO 


ALV001 


3 14 16 37-38 41 51 56 60 97 104-105 
108 110 117 119 128 130-131 134 139 
149 152 169-172 176 184 189-190200 
209 212 216 218 228 232 255 258 263 
270-271 275 285-286 292 295 298-299 
301 304 314 341 358 365 368 376 400 
410-412 431 474 481-482 485 496 500 
504-505 517 520-522 524 530 532-533 
547 551 563 581 583 610-611 621 624 
635 643 691 708 71 1 715 720 752 755 
761 768 796-797 811 818 830 845-847 
852 864-865 867-869 896 899 910-911 
949 958 965 969 972-973 


adult liver 


Invitrogen 


ALV002 


3 37 42 56 60 71 82 104-105 114-115 
117-118 125 130-131 134-135 164 169- 
172 176 179 200 203-204 212 217 223 
226 232 237 244 263 274-275 292 301 
310-312 314 317 349 354 364 368 372 
376 398-399 402 426-427 439 442 451 
458 465 474 482 485 490 506 515 525 
527 545 547 552 568 571 573-575 582 
587 594-595 604-605 608 610 621 630- 
631 634-635 637 657 664 690 693 699 
723 726 745 751 763 767 784 793 811 
822 845 848 852 856 861-862 864 892 
899 908-909 925 950 958 967 983 


adult liver 


Clontech 


ALV003 


60 134 169-171 275 


adult ovary 


Invitrogen 


AOV001 


1 3 9-10 12-14 16 18 20 22-25 28-29 33- 
35 37 39 41-42 46 48-50 55-57 59 63-67 
69 71-72 75 77-80 82 88-89 92 101 103- 
106 108-110 113 115 119-121 123-126 
128-133 135 138 142-146 149 151-152 
159-161 167-168 172 174 176-177 179 
181 184-190 194 198 200 203 208-209 
211-212214 217219 221 224226232- 
235 240-242 246-247 249 251 254-255 
258-259 264 269-271 274 276-277 279- 
283 285 288 290 293-294 297 301-304 
306-308 311 314 319-322 325-326 328- 
329 331-332 335-338 341-342 344 348 
354-358 361-363 365 368 370-372 374 
376 379-380 382-383 388 394-396 398- 
399 401-402 405-406 409-412 416 418- 
421 423 425-433 438 442-443 449-452 
454 462 464 466-467 469-471 474 479 
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482-484 488 490 492-496 498 500-504 
506-509 511 515-518 520-524 529-530 
532-533 537 539-542 545 551 555 558 
560-565 569 571 573 577-578 581-583 
585-590 592-593 596-597 600-605 608 
610-611 613-614 617-628 633-637 639 
642-643 646-648 650 652 654 656 658 
664 668-670 672 674 679 681 684 688 
691 693 697-699 701-702 713 717 721- 
722 724 729-732 738-744 747-750 752- 
753 755 759 761 765 767-774 779-780 
783-784 789 793 795-797 801 813-818 
823-824 828 830-832 834 837 839 841- 
842 845 848-851 856 859 862 864 866- 
867 870-871 874-878 881-883 887-889 
891 893-894 896-897 901 903 906-911 
913 919-922 925 928 930 936 939-940 
943-944 946-947 949-950 952-953 955 
957-958 962-963 965 967 969 971 973 
977 981-982 


adult placenta 


Invitrogen 


APL001 


41 56 67 253 301 304 334 380 383 451 
474 479 500 577-578 643 648 729 767 
856 859 866 873 962-963 


placenta 


Invitrogen 


APL002 


3 21 31 38 63-64 78 135 143 168 186-187 
212 232 244 263 280-281 334 336 344 
348 371 374 394 399 461 490 582 588 
602-607 610 620 699 745 769 793 817 
822 859 897-898 923 928 931 943 949 
969 973 


adult spleen 


GIBCO 


ASP001 


1 3 21-22 46 52 54-55 57-58 61-62 72 74 
78 82 88 118 121 130-131 137 152 159 
168 172 189 203 209 217 223 234-235 
252 255 263 269 271 274 282 288 290 
301 314 322 335 350 363 394 403 405- 
406 410-412 415 431 459 464 472-474 
482 488 500 506 510 514 517 532 537 
542 561-563 589 593 602-603 610 613 
619 621 636 642-643 655 658 662 674 
676 679 681-682 684 689 691-692 697 
699 715 720 723 729 747-748 769-770 
782 793 818 830 834 845 856 859 862 
877 887 893-894 896 903 906-907 914- . 
915 918 925 928 930 940 946 965 967 
977 982 


testis 


GIBCO 


ATS001 


6 22 28-29 33-34 41 48 52 62 65 72 97 
106 109 118 132-133 145-146 168 172 
176 183 185 189-191 195 209 211-212 
214 221 223 230 254-255 258 263 269 
283 297 312 314 321 342 352 361-362 
365 380 383 388 395 401 405-406 412 
430-431 441 469-470 474 479 495-496 
500 506 520-521 533 543 545 548 560 
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563 574 582 589-590 593 608 616-618 
620 623-624 638 642-643 697 699 708 
711 745 747-748 765 767-768 779 784 
789 812-813 834 837 839 848 859 862 
868-869 875-877 887 889 893-894 896 
928 944 947 953-955 972 981 


Genomic DNA 
from BAC 
63118 


Research 
Genetics 
(CITB BAC 
Library) 


BAC001 


515 


Genomic DNA 
from BAC 
39316 


Research 
Genetics 
(CITB BAC 
Library) 


BAC002 


640 


Genomic DNA 
from BAC 
39316 


Research 
Genetics 
(CITB BAC 
Library) 


BAC003 


640 


adult bladder 


Invitrogen 


BLD001 


50 55 66 71 111 143-144 148 160 201 209 
223 255-256 280-281 286 305 315 319 
340 394 431 442 488 497 505 518 552 
588-589 621 636 664 676 715 738-739 
769 790 824 837 845 877 887 936 940 
948 962-963 967 


bone marrow 


Clontech 


BMD001 


3 10-13 16 18 20-21 25 28-29 31-34 41 45 
48 52 54-55 57 59 61 65 67 72-73 75 78 
80 82 84 99 103 108 110 114-115 118- 
120 123-124 128 130-133 143-144 148 
152 159-161 163 168 172 174 176 178 
190 192 198 203 209 211 217-218 221 
223-224 227 233-236 244 247 249 252 
254 258 260-262 267 269 272 278 280- 
281 284-285 288 290 294-297 301 304 
308 314 317-318 320-321 325 328-330 
333-335 349 351-354 358 363 365 367 
377 382 388.394-397 400 405 408 410- 
412 418-421 425-428 431 433 435 442 
449-450 453 455 459 464 468-470 474 
478-479 481 484 490 496 504 506 508- 
509 511 519-521 530 532 539 553 558- 
559 561-563 580 582 586 592 599 608 
610 613-614 617-619 623 625-628 635 
638 641-643 658 664 672 682 699 71 1 
713 717 731 734 740 742-743 745 761 
768-771 774 776-778 784 787 789 813 
817-818 822 834 839-840 842 848 862 
866 870 876 885-887 891 896-898 900 
903 906 913 919 921-922 927-928 939 
944 947 950 953 959 961-963 967-968 
970 973 977 


bone marrow 


Clontech 


BMD002 


3 9-10 15-19 30 33-34 39 45 54 57 63-64 
71 82 102 116 119 130-133 148 152 156 
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159-160 168 176 182224254-255 271- 
272 282 285 290 297-299 301 305 323 
333 340 344 351-355 358 361-362 364 
367 370 372 387 394-395 399 403 405 
409 411 449-450 459 461 468 474 488- 
489 524 530 532 580-582 592 602-603 
611 617-618 621-622 630-632 642 661 
663 694 717 730 734 740 745 752 755 
761 767 769-771 775-778 784 787 811 
813 818 832 840 842 849 859 878 887 
893-894 896-898 903 906 908-909 923 
928 944 946-949 953 958-963 965 982 


bone marrow 


Clontech 


BMD004 


54 


bone marrow 


Clontech 


BMD007 


766 887 928 


adult colon 


Invitrogen 


CLN001 


22 37 67 97 117 121 148-149 168 172 190 
200 204-205 232 244 263 268 292 301- 
302 363 377 384 452 455 459 470 530 
582 602-603 619 687 723 728 751 761 
831 861 887 914-916 934 955 969 984 


Mixture of 16 
tissues — 
mRNAs* 


Various 
Vendors* 


CTL016 


358 740 760 


Mixture of 16 
tissues - 
mRNAs* 


Various 
Vendors* 


CTL021 


468 527 928 


adult cervix 


BioChain 


CVX001 


1 3 10 14 22 28-30 37 41 47-48 51-52 54- 
57 71 82 89-90 92 106108 110-111 117- 
118 121 129-131 135 141 143-146 160- 
161 164 168 172 177 189-190 193 195 
200 204 209 211-212 217 226 229-230 
232 234-235 240-242 246 254 260-263 
268-270 274 277 282 285 292 295 297 
305-308 314-316 319 328 343-344 348 
354 358 363 368 380 382-384 389 394 
396 399 401 405-407 410 416 418-421 
428 430-431 437 442 453-454 459 464 
469 471-473 476 480 484 492-495 500 
504 506-509 516-517 526 530 532 545 
550-551 563-565 569 577-578 585-586 
590 608 611 613 619 621 623 628 630- 
631 634-637 641 643 648 656-658 664- 
665 674 679 682 689-690 693 700 703 
708 713 721-722 724 728 732 742-743 
747 750 752 755 757 761 763 767-769 



* The 16 tissue-mRNAs and their vendor source, are as follows: 1) Normal adult brain mRNA (Invitrogen), 2) 
normal adult kidney mRNA (Invitrogen), 3) normal adult liver mRNA (Invitrogen), 4) normal fetal brain mRNA 
(Invitrogen), 5) normal fetal kidney mRNA (Invitrogen), 6) normal fetal liver mRNA (Invitrogen), 7) normal fetal 
skin mRNA (Invitrogen), 8) human adrenal gland mRNA (Clontech), 9) human bone marrow mRNA (Clontech), 
10) human leukemia lymphablastic mRNA (Clontech), 11) human thymus mRNA (Clontech), 12) human lymph * 
node mRNA (Clontech), 13) human spinal cord mRNA (Clontech), 14) human thyroid mRNA (Clontech), 15) 
human esophagus mRNA (BioChain), 16) human conceptional umbilical cord mRNA (BioChain). 
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779-780 784 788 810-811 813-815 822 
834 836-837 839 848 861 866-867 871 
874 877 887 891-894 897-898 901 913 
916 919 921-922 925 946-947 953 958- 
959 967 969 973 


diaphragm 


BioChain 


DIA002 


3 39184 203 431 563 848 967 


endothelial 
cells 


Strategene 


EDT001 


3 6 8-10 14 19-24 28-29 33-34 37 39 41 
46 48 52 55-58 62-65 67 69 71-72 75 78 
80 82-83 87 101-102 108-109 114-115 
117 123-124 128 130-133 135 138 143 
145-146 149 156 159-160 167-168 172 
174 176-177 179 181 184-187 189-190 
194-195 200 203 208-209 212 216-217 
219 223-224 226-227 229 234-235 244 
248-249 254-256 258 263-264 267 269 
271 274 276-282 285 290-291 294 297 
301-304 308 311 313-314 316-317 320- 
321 323 325-326 328-329 331-332 334- 
337 339-341 344 348-349 352 354-355 
358 361-363 365 367 371-372 375 379- 
380 383 389 394-395 398-403 405-406 
409-412 425-428 437 442-443 448 454 
464 466-467 474 479 481 490 492-498 
500 503 506-509 511 517 520-521 523- 
524 530 532 537 540-542 558 561-563 
565 569-570 573 581-583 586 588-589 
596 602-608 610-611 613 617-622 625 
628 630-631 633-637 642-643 646 648 
650 652 659 661-662 682 688 690-693 
696 698-699 708 712 715 717 720-722 
724 727 729 740 745 748-750 752 761 
765 767-770 772-773 779 784 789 792- 
794 796 802-803 811 817-818 821 824 
827-828 830 834-835 837 842 845 848 
859 861-862 864 866-867 870 876 885 
887 891 893-894 897-898 900 903 906- 
907 913 916 921 925 939 947 950 953 
955 957-958 962-963 967 973 978 984 


Genomic 
clones from the 
short arm of 
chromosome 8 


Genomic 
DNAfrom 
Genetic 
Research 


EPM001 


324 515 640 


esophagus 


BioChain 


ESO002 


97 103 128 371 474 


fetal brain 


Clontech 


FBR001 


67 129 156 159 232 267 433 446 503 845 
952 


fetal brain 


Clontech 


FBR004 


28^29 185 213 277 350 384 432 485 501 
549 651 747 754 761 780 787 848 870 
887 906 958 


fetal brain 


Clontech 


FBR006 


10-11 14 21 30 32 47 49 56 65 69 72 77- 
78 82 84 97 101 115 118 121 125128 
130-131 138 142 148 152 159-160 179 
185 188 194 197 203 210 212 214 219 
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222 227-229 243-246 249 252 256 264 
270 273 282 285 290-291 293 301-303 
305-306 312 321-322 325 327 339-340 
344 346 350 354-357 363 367-371 374 
388 391 394-395 399 402 405-406 410 
414 420 426-427 436-437 442 444 454 
456-457 460 462 464 470 480 485 492- 
494 507 510 516 524 528 530-532 539- 
542 549 553-554 561-562 580-582 588- 
589 602-608 611 615 617-619 621-622 
624 632 636 641-642 646-647 651-653 
661-662 666-669 672 677 691 715-716 
730 735 740 752 754 761 767-770 772- 
775 780-781 799-801 808 818 822-823 
835 843 845 856 859 864 867 876 880 
885 887 890 893-894 896 913 918 926 
942 946-947 951 957-959 962-963 970- 
971 


fetal brain 


Clontech 


FBRs03 


130-131 312 517 637 691 738-739 


fetal brain 


Invitrogen 


FBT002 


3 22 28-31 47 57 63-64 72 75 77-78 86 
94-95 97-98 126-127 135 140 143 156 
159-160 167-168 177 185 190 196 201 
203-204 214 217 230 254-255 258 267 
273-274 277 279 282-283 292 301-302 
305 312 314 323 329 346 348 367 374 
382 394 399 401 403 412 415 420 432 
437 474 482 485 495 507 513 517 527 
529-530 539-542 548 552 579 587-588 
600 604-605 612 617-618 621-622 624 
634 642-643 647-648 650 679 689 693 
699 712 715 742-743 745 748-749 753 
768-769 793 797 829-831 834 845 848 
856 859 893-894 908-909 913 916 931 
933 940 950 967 969 


fetal heart 


Invitrogen 


FHR001 


19 57 130-131 394 431 642 769 844 


fetal kidney 


Clontech 


FKD001 


3 31 33-34 38 48 54 72 160 208 T 209 211 
223 264 269 277 283 290 313 325 341 
348 358 396 418-420 474 484 506 508- 
509 517 520-521 532 547 553 558 567 
569 587 596 608 610 613 619 622 626- 
627 642 679 734 745 818 843 887 896 
903 916 969 971 


fetal kidney 


Clontech 


FKD002 


19 474 726 903 


fetal kidney 


Invitrogen 


FKD007 


3 118 186-187 230 244 271 432 887 969 


fetal lung 


Clontech 


FLG001 


69 132-133 156 168 208-209217 267269 
274-275 286 354 394 396 406 462 483- 
484 608 619 751 769 771 834 914-915 
925 


fetal lung 


Invitrogen 


FLG003 


3 8 28-29 32 39 50 66 82 88 92 168 186- 
187 200 204 212 226 229 246 274 309 
327 332 368 374 382 394 398 426-427 
431-432 442 485 536 555-557 587 604- 
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605 621 624 636 642-643 661 677-678 
724 753 769 848 859 864 877-878 896 
902 904914-915 958 


fetal lung 


Clontech 


FLG004 


130-131 394 664 769 942 


fetal liver- 
spleen 


Columbia 
University 


FLS001 


3 8-10 12-13 16-17 19-25 27-29 33-35 37- 
38 41 45-46 48 52 55-58 60-67 69 71-74 
77-78 80 82 84 87-90 104-106 108-109 
112-121 123-125 128-134 138 141 143- 
146 149 151 156 159 163-164 167-172 
174 176-179 181 184 186-188 190 194- 
200-201 203 208-209 21 1-212 216-217 
219 224-227 229-230 232 234-235 237 
241 243-244 246-248 254-255 258 260- 
263 267 269-270 273-282 284-285 288- 
290 292-295 297-299 301-306 308 311- 
318 320-323 326 328 332 335 341-344 
348 352 354-359 361-365 367-368 371- 
374 376-380 382-383 388-389394-396 
398-399401-411 413-414416 418-421 
425 428-430 432-433 437 439 442-444 
449-450 452 456-457 461-470 472-474 
478-479 481-482 484-485 487 490-494 
497-499 504-507 511 514-515 517-521 
523-524 526 529 532 537 540-541 547 
555 558-559 563 575 577-578 580-596 
598-599 601-603 606-608 610-613 617- 
624 626-628 630-631 634-636 639 642- 
643 647-648 654-656 663-665 672 674- 
675 679 681 684 686 688 691 693-699 
71 1 713 715 717 719-726 729 732-733 
738-740 745 748-749 751-753 757 759 
761 767-770 776-778 780 784 787 792- 
794 799 804 809 811 813 817-819 822- 
825 830-831 834 837 840 842 845-848 
852 856 859 861-862 865 867-869 871 
874-878 887-888 891 893-894 896-900 
903 905-911 913 916 918 923 928 930- 
931 936 939 942 944 946-950 952 958- 
959 961-963 965 967 969-970 972-973 
976-977 981-983 


fetal liver- 
spleen 


Columbia 
University ' 


FLS002 


3 8-13 15-17 19-20 22 25 28-29 33-35 37 
41 45-46 52 54-56 60-61 63-64 66-70 73- 
74 78 80 82 92 99 104-106 108-109 112 
115-116 118 120-121 123-125 128 132- 
135 139 141 143-144 146 149 152 156 
159-161 167 169-172 174 176-177 179 
181 185 188 190 194 196-197 200204 
212 214 216-218 223-224 226-230 232- 
235 237 246-247 252 254-255 258-263 
267 270-277 284-286 288 292 294-295 
297-299 301 303-305 308 310 314 318 
320 323 328 330-332 335-337 340 342- 
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344 352 354-355 358 361-365 367-368 
371 373-374 376-377 382 388 394-396 
398-399401 405-406 409-411 413 418- 
421 429 431 439-440 442-444 451-452 
457 462.-463 466-468 470 474 477-479 
481 483-484 487^488 491 495 499 504 
508-509 516 519-52i 524 526-528 530 
532 537 540-541 543 545-547 550-551 
553 555 560 564 568 574-575 577-578 
580-592 596-597 600 602-603 608 610- 
611 613-614 617-618 621-622 628 630- 
631 634 637 639 642 644 647 654 658- 
659 665-667 669-675 679 681 684-685 
688-690 693 695 697 708 711 713 715 
717-719 723-727 729 731-734 738-739 
741 745-746 749-750 753 759 761 766- 
767 769-770 776-779 782 784 791-792 
794 805 808 817-818 822 824-825 830 
834 837 842 845-849 852 856 859 864- 
865 867 874-878 888 891-892 896-900 • 
903 905-906 908-909 913 916 918 921 
923 925 932 936 939-940 942 944 946- 
947 949-950 953 955-956 958-959 961- 
963 965 968-970 973 977-978 981 


fetal liver- 
spleen 


Columbia 
University 


FLS003 


19 60 78 224 273 275 370 373-374 401 
602-603 639 643 730 732 738-739 748 
752 770 782 928 930 947 949 


fetal liver 


Invitrogen 


FLV001 


37 55 60 69 72-73 97 104-105 108 113- 
114 116-118 121 135 143 152 167-168 
186-187 195 200-201 209 217 223 240 
244 253 255 275 284 301 311 314 317 
336 342 348-349 358 371 374 382 394 
402 411-412 418-419 428 430 442 453 
517 568-569 580 582 584 587 589 601- 
603 606-608 617-618 624 634 639 642- 
644 646 664-665 669 679 715 717 720 
726 745 748 751 769-770 782 791 794 
797 824 830-831 845-847 852 859 870 
899 913-916 925 928 948 956 958 969 
976 982 


fetal liver 


Clontech 


FLV002 


72 418-419 632 


fetal liver 


Clontech 


FLV004 


3 160 169-171 355 367 374 376 547 617- 
618 621 646 717 741 771 836 878 976 


fetal muscle 


Invitrogen 


FMS001 


15 27 32 37 67 72 83 99 112 121 138 167 
174 177 186-187 190 203-204 211 215 
230 252 259 312 374 403 406 409 457 
461 485 505 517 528 530 540-541 544 
549 554 558 579-580 583 602-603 608 
639 642-643 654 664 699 715 730 737 
751 772-773 788 802-803 810 848 856 
859 864 868-869 887 893-894 905-906 
910-911 923 948 967 



118 



WO 01/57190 



PCT/US01/04098 



fetal muscle 


Invitrogen 


FMS002 


15 99 130-131 223 361-362 431 474 505 
581 639 643 666-667 784 790 808 810- 
811 874 880 887 903 946 950 958 962- 
963 973 


fetal skin 


Invitrogen 


FSK001 


3 6 20-22 32-34 41-45 47 49-52 55 63-64 
66 69 77 80 88 91 98 101 111-112 115 
126 130-131 135 142 144 146 160 163 
167 176 188-190 196 201 204 208 213 
215 217-218 229 232 244 246 248 255 
263 265-269 274 279-281 283 285 288 
292 294 297 301 303 308 314 321 341- 
342 344 348 354-355 358 361-362 366 
369 371-372 374 381-382 384 386 394 
401 403 405 413 415 428 431 437 440 
460 466-467 472-473 477 481 483 495 
499 504 517 522 532 536-537 539-541 
545 556-558 569 574 576-578 580 584- 
585 587-589 592-593 602-603 606-608 
612 617-618 621 624 634 637 639 642- 
643 647 664 673-674 676 680-681 689 
699 705-707 709-715 724 728-730 738- 
740 745 748 752 765 768-769 772-773 
793 797 817 823 830 834 842 848 859 ' 
861 864 870 874 883 887-888 893-894 
901 904 908-909 913-916 923 925 947 
950 958 962-964 967 975 


fetal skin 


Invitrogen 


FSK002 


3 130-131 146 194 306 354 367 400 405 
474 489 520-521 547 558 561-562 585 
596 730 740 748 755 767 771 810 840 
893-894 946 959 


fetal spleen 


BioChain 


FSP001 


276 563 842 


umbilical cord 


BioChain 


FUC001 


3 20 33-34 39 48 50 52 55-57 65 67 69 72 
77 79 82 92 109 112-113 121 132-133 
138-143 156 167-168 172 174 179 184- 
185 190 194-196200202-203 208-209 
229-230 244 269-271 278 284-285 290 
297-299 303 305 308 320 331-332 336 
338 342-343 363 367 372 374 379-380 
383-384 392-394 397 399 402 405-406 
410 425-427 429-430 449-450 474 476 
484 497 499 501 504-505 510 515 517 
532-533 539 549 551 558 563 569 574 
577-578 581 586-587 597 602-603 608 
610 617-619 621 626-627 634-637 639 
642-643 658 663-664 674 690-691 693- 
694 699 713 715-717 720 724 726 729 
738-739 746-747 749 759 761 765 768- 
769 774-775 793 797 807 818 822 837 
848-849 856 862 868-869 874 885 887 
892-894 903 906-907 916-917 919-920 
928 936 939 944 946-947 962-963 967 
969 
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fetal brain 


GIBCO 


HFB001 


3 9-10 12-14 16 21 25 28-30 32-34 37-39 
41 47-48 52-53 56 65 67 69 71-72 75 80 
84 92 97 103 106 110 114 117-119 123- 
124 127 129 132-133 135 138 141-142 
144-146 148-149 152 156 159-160 168 
172 174 176 179 181 184-185 190 198 
208-209 212 214 219 221 223-224 229- 
230 233-236 240 244 247 251 253-255 
258-259 270 273 276-277 285 297 304- 
305 308 312 314 322-323 325 328 332- 
333 335-337 339-340 342-344 346 352 
354 358 363 365 370-372 374 382 394- 
396 398 401 403 405-406 409-412 414 
41 6 425-427 43 1-432 437 442 445 453 
456 462 466-467 469-470 472-474 479 
483 488 490 492-497 500-501 504 506- 
510 520-521 524 530 537 539 545 549 
552 558 560-562 564 569 579 582-583 
586-587 596 602-608 610-612 614 617- 
624 626-628 630-631 633 635 638 641 
643 647-648 656 658 661 676 679 688- 
689 693 696-697 711-712 715 724 726 
731 735 745 747-749 752 754 761 765 

767.77ft lid 77Q-7R1 IRA. 78 A 7SO 700 

800 802-803 813 '81 8-819 823-824 831 

R1A-W> 5H7 JttQ RAS RAX fl^Q X6A 

867 871 874-875 881 887 891 893-894 
896-897 900 906-907 910-911 918 921- 
922 925 927-928 930 943-944 946-947 
950 953 962-963 965 969 972-973 977 


macrophage 


Invitrogen 


HMP001 


86 168 186-187 297 537 608 681 761 845 
877 


infant brain 


Columbia 
University 


B2002 


2-3 9-10 12-14 16 21 25 27-30 32 37-38 
46-47 49 55-56 58 65 69 71-72 78-79 82 
84-86 91-92 98-99 106 109-110 113-115 
118 127-128 130-133 135 138 142 144 
151 156 168 173-176 180-181 185-188 
192 194 196-201 203 208 210-212 214 
217-218 224 229-231 233 236 238 240- 
241 244 246 251-256 259 263 270-271 
277-279 284-285 287 293-294 296 301- 
302 308 312-314 317 322-323 327 330 
333 339 342 345-346 351 354 358 361- 
362 365-366 368 370-371 373-374 382 
388 394-396 402 405-406 411-412 415- 
416 420 424-425 428 431 436-437 440- 
441 444-445 453 456 460 465 474 479 
482-483 488 495-496 498 501 503-504 
506-510 515-517 520-521 524-525 529 
531-532 534-535 537 539-542 544-545 
549 561-562 569 574 577-578 580-583 
586-587 589 592 596 600-608 610 612- 
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613 616-618 620 622 
635 637 641 643-644 
663-664 676-677 689 
711 720-722.724 730 
748 754 765-766 768- 
786 789 791 796 798 
813 818-819 822-824 
837 839 842-843 845 
867-869 875-877 879 
896 903 907-911 913 
930-932 936 939 943 
970-973 977-978 982 
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624 629-632 634- 
650-651 653 661 
693 695-698 708 
732 735 740 745- 
■769 779-781 785- 
800-803 807 811- 
830-831 834-835 
854 856 858 864 
881 887 892-894 
916 919-920 925 
946-947 953 958 
984 



infant brain 



Columbia 
University 



IB2003 



3 12-13 21 27-29 
113 116 126 128 
176-177 184-185 
224 228 230 244 
276 293-294 312 
346 354-355 358 
394 396 399 402 
474 482 484 488 
524 529 540-541 
589 596600-603 
620-621 632 647 
735-736 746 751 
800 807 811-813 
834 838-840 843 
919-920 925 930 
973 982 



32 394969 72 82 91 
132-133 142 144 156 
188 194 208 212223- 
255 259 267 270273 
320 326-327 337 342 
361-363 382 388 390 
420 425 431 442 462 
495-496 510 520-522 
549 563 582 586 588- 
606-607 612 617-618 
650 679 720-722 724 
754 769 785-786 793 
818-819 822 824 831 
856 864 892 896 907 
-931 936 947 950 957 



infant brain 



Columbia 
University 



D3M002 



16 47 82 84 201 263 302 376 394 421 440 
488 537 592 606-607 635 740 769 887 
892 906 921 926 971 



infant brain 



Columbia 
University 



IBS001 



84 86 180 185 198 201 203 230279 312 
326 346 354 366 388 488 542 581 588 
620 647 664 732 740 785-786 801 807 
822 827 910-911 925 931 



lung, fibroblast 



Strategene 



LFB001 



3 1 1 25 49 65 75 1 14 141 156 160 172 
190 198 209 217 224 229 234-235 267 
269 274 277 282 284 303 308 312 320 
334 336 352 372 396 398 412 414 437 
453 464 470 481 492-494 508-509 532 
539 581 584 617-619 621 628 633 643 
688 691 745 752 761 768 794 822 837 
848 876 887 953 967 973 



lung tumor 



Invitrogen 



LGT002 



1 3 9-10 12-13 20 31 
56 58 63-64 72 74-75 
107 110 114-115 117- 
124 128-133 135 143- 
159-161 163-164 167 
179 184-185 189-191 
209 212 216-217226 
236 241 246 248 256 
269-271 274 282-283 



38 414648 51-52 
78 82 88 101 106- 
118 120-121 123- 
146 149 151 156 
•168 172 176 178- 
194-196 200 203 
228-229 232 234- 
258-259 263-264 
285-286 290 292 
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t 


294 297 301 308-309 311 314 317 321 
326 328-329 331 333-334 341 348 352 
354-355 363 365 371 380 382-383 388 
394-395 398-402 405-406 410-411 413 
416 418-419 426-427 439 442 452-453 
458-459 461-462 464-465 470-471 474 
478 483-484 490 495-496 499 510 522 
524 528 536-537 540-541 543 548 556- 
558 560-565 571-573 580 582 587-588 
592 597 602-605 608 610 612-613 617- 
622 625-629 633-634 636 642-644 648 
661 664 669 679 688-689 691 693 699- 
700 708 717 723-724 730 733-734 738- 
740 745 747 749 752-753 761 767-768 
770 779 782 784-786 789 793-794 797 
817-818 820 823-824 834 837 842 845 
848 855 857 859 862 864 866 870 875- 
877 887 892 896 900-901 907-909 914- 
915 919-920 923-925 939 943 947 949 
953 958 962-963 965 968 970 972-973 
977 


lymphocytes 


ATCC 


LPC001 


3 9-1 1 32 47 50 56 71 75 88 97 99 102 
121 125 128-129 135 138 141 149 163 
167-168 212-213 217 233 255 290 294 
301 305 311 314 342 372 377 388 398- 
399 410 437 442 453 470 474 481 495 
500 506 510 529 532 537 542 558 571 
579 604-605 610 620 628 637 643 658 
666-667 676 679 697 708 713 728 730 
734 749 765 768 796 807 818 822 834 
839 848 859 875 885 887 896 903 906 
914-915 928 947 973 981-982 


leukocyte 


GIBCO 


LUC001 


1 3 9 11 18-19 21 23-25 27 31-34 39 41- 
42 46-48 52 54-58 62-69 71-72 74-75 78- 
80 82 89-90 93 99 110 115-121 123-124 
128-133 135 138 141 143-146 149 152 
156 159-161 163 167-168 176 179 181 
186-187 189-190 194 198 200 203-204 
209 211-212 218-219 226 232-236 240 
244 247 251 253-255 258-259 263-264 
269 271 274 278-279 282-283 285 288- 
290 294-295 297 301-306 311 313-314 
317 320-321 325 328 330-331 335 337 
342 344 348 350-351 353-354 358-359 
361-365 368 371-372 375 388-389 394- 
395 397-401 403 405 407 409-412 421 
425-427 432 437 442 448-450 452 457 
460-461 468-471 474 476 479-482 484 
492-494 496-498 500 506-510 516-517 
520-521 524 529-530 532 537 540-544 
551 553-554 558 560-565 569 577-578 
580-583 586-587 589 592 596-597 602- 
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603 606-608 610-624 626-628 630-631 
634-635 641-643 654 657-658 661 663- 
665 669 672 677 679 684-689 691 696- 
697 699 708 711 713 715 717 721-724 
728 730 738-740 747-749 755 761 765 
767-769 771 774-779 782 784 789 791- 
792 794-795 797 807-808 811-815 817- 
818 822 824 828 830 832 834 839-840 
842 845 848 856 859 862 864 867 871 
875-877 887 891 893-894 896-898 903 
906-911 913-916 921 923 925 927-928 
930 932 935-936 939 943-944 947 949- 
950 953 958-959 961-963 965 967 972- 
973 982 


leukocyte 


Clontech 


LUC003 


1 41 82 106 119 123-124 160 177 184 201 
212 221 228 271 279 285 295 321 325 
372 394 411-412 443 468-470 530 532 
537 551 569 580-581 613 619 623 626- 
627 642 655 697 761 767 769. 775 789 
809 867 887 923 928 950 


melanoma 
from cell line 
ATCC #CRL 
1424 


Clontech 


MEL004 


3 25 55-56 67 71 78 109 121 129 146 167 
172-173 176 200 209 212 258-259 263 
278 297 301 306 312 335 338 340 352 
361-362 367 388 395 402 410 418-419 
429 437 454 464-465 481 496 500 503 
507 524 532 539 560-562 581-582 587 
589 599 612-613 617-621 623 643 657 
663-664 672 715 724 748 752 761 767- 
768 770 785-786 789 835 848 877 887 
896 916 919-920 947 967 978-980 


mammary 
gland 


Invitrogen 


MMG001 


1 14 19 21 28-29 31-37 47 49-51 55 57 
63-67 69 71-72 75-78 92 108-109 111 116 
121 123-124 126 128 130-133 135 143- 
144 148-150 156 159 164 168 172 177- 
179 184 186-187 190 194200-204 209 
212 217 226 230 232-236 241 244 246- 
247 252 255 258-259 263 268 270 275 
279-283 285 290 292-293 301 304-305 
311 313-314 317 320 322-323 326-327 
330 332 338 342-344 348-349 354 360 
363 367 371 374 380 382-383 385 388 
394-395 398 401-403 407 409 41 1-412 
418-420 426-427 430 435 437 442 449- 
453 459 461 465-468 470 474 477-478 
480 483 485 488 498 500 503-504 507 
515 519 522 524 529-532 538-541 544 
547 555 560 563 565 569 573-574 579- 
580 582 584 587-589 593 597 601-610 
612-613 615-618 620-622 624 634 636- 
637 639 642-644 646-647 650'657 663- 
664 674 676 679 688-689 691 693 696 
701-703 713 715 717 728 730 732 738- 
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739 741-743 745 749 751 753 763 767 
769 772-773 785-786 793 796-797 812 
821-824 830-833 837 848 856 859 861 
864 868-870 876-877 887 891 893-894 
898 903-904 907-911 913-918 921 923 
925-926 930-931 936 942 949-950 958 
961 966-967 969 972-973 


induced neuron 
cells 


Strategene 


NTD001 


9 65 82 92 106 113 142 146 156 172 176 
191 208 221 258 277 328 333 346 361- 
362 371-372 375 388 410 414 418-419 
440 471 484 495 516 524 529-530 592 
610 628 642 650 745 748 752 761 793 
818 848 851 897 


retinoid acid 
induced neuron 
cells 


Strategene 


NTR001 


19 87 184 305 385 440 474 626-627 643 
748 799 834 977 


neuronal cells 


Strategene 


NTU001 


19 33-34 42 70 82 87 109 115 126 146 
172 185 188 194 212 255 269 274 283 
312 317 329 340 361-362 367 379 394 
399 401 410 420 426-427 474 479 507 
530 579 582-583 610 617-618 636 643 
658 732 740 765 769 784 791 793 799 
802-803 818 842 851 864 897 907 932 


pituitary gland 


Clontech 


PIT004 


3 19 123-124 194 255 354 358 373-374 
377 426-427 462 492-494 635 785-786 
793 893-894 


placenta 


Clontech 


PLA003 


138 176 574 896 972 


prostate 


Clontech 


PRT001 


3 9 16 57 65 75 83 108 130-134 138 141 
146 149-150 159 182 186-187 190 203 
209 234-235 276 283 322 413 415 442 
449-450 453 480 484 490 499-500 503 
505-506 523 53-7 543 564 583 602-603 
611 619 623 643 650 697 711 729 761 
765 770 776-778 784 789 819 822 831 
839 862 866 887 904 907 921 935 962- 
963 967 973 


rectum 


Invitrogen 


REC001 


19 30 33-34 66 108-109 123-124 126 129- 
131 143 149 151 156 164 190201 240 
247 250 263 268 274 279 287 295 298- 
299 310 314 332 341 354 384 394 401 
420 425 442 446 459 483 485 520-521 
532 545 559 580-581 584 592 602-607 
610 612 615 619 634 637 646 655 664 
683-684 741 769 793 822 870 908-911 
914-916 934 937-938 942 967 973 982 


salivary gland 


Clontech 


SAL001 


16 68 74 84 121 123-124 156 172 190 203 
209 232 248 254 269 292 294 363 377 
395 398 400 402 405-406 410 430 442 
459 462 474 483 485 563-564 579 587- 
588 599 602-603 643 658 699 728 730 
737 741 748 794 822 867 876 897 903 
981 
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salivary gland 


Clontech 


SALs03 


217254 270 388 610 


skin fibroblast 


ATCC 


SFB001 


517 949 


skin fibroblast 


ATCC 


SFB002 


269 688 


skin fibroblast 


ATCC 


SFB003 


3 203 897 907 


small intestine 


Clontech 


SIN001 


3-4 47 57 68-69 92 99 125-126 130-131 
135 149 151-152 156 159 185 204241 
246 291-292 318-319 338 343 348 363 
373 375 382 388-389 392-394 397 400 
437 466-467 471 484 500 517 520-521 
525 547 560 580-581 588 599 602-603 
612 624 643 71 1 731 733-734 757 761 
769 774-775 794 824 864 904 906 910- 
911913 948 953 959 976 984 


skeletal muscle 


Clontech 


SKM001 


15 75 135 146 172 190 218 267 282 308 
410 426-427 474 505 588 620 623 658 
692 713 737 779 790 862 874 878 887 
952 962-963 


skeletal muscle 


Clontech 


SKMs04 


215 


spinal cord 


Clontech 


SPC001 


14 20-21 25 28-29 31 39 46 48 59 78 83- 
84 91-92 103 112-113 135 160 168 172 
176 188 190 205 209 229 232 258 285 
301 308 312-314 321 323 329 346 374 
377 380 383 388 394 398 406 409-410 
431 449-450 453 455 466-467 470-471 
484-486 488 495 497 500 503 508-509 
524 537 539 558 581 586 604-605 611 
619 623 630-631 633 656 663 711 715 
729 736 740-741 761 767 769 776-778 
780 818 822 831 835-836 840 843 859 
861 871 875 887-888 897 906-907 913 
919-920 928 931 953 958 


adult spleen 


Clontech 


SPLcOl 


3 6 12-13 66 130-131 178 365 403 431 
461 558 610 715 797 809 876 947 967 


stomach 


Clontech 


STO001 


35 114 130-131 144 155 176 189 206-207 
249 260-262 336 382 398 425 431 453 
461 483 496 500 527 530 580 642 657 
663 669 748 765 768 802-803 839 891 
942 981 


thalamus 


Clontech 


THA002 


30-32 48 66 109 127 130-131 135 142 
145 156-158 168 172 174 185 199224- 
225 233 246 277 282 286 293 322 332 
334 346 374 384 400 402 420 424 435- 
437 446 466-467 485 503 506 527 542 
549 572 612 615 622 624 633 643-644 
658 676 736 790 794 824 831 835 896 
907 950 969 


thymus 


Clonetech 


THM001 


10 16 20 28-29 32 37 41 52 57 66-67 74- 
75 110 118 121 129-131 141 151 159-160 
208 21 1 218 247 269 289 295 297 320 
325 354 358 365 367 372 378 388-389 
395 398 411-412 420 423 435 452 500 
508-509 517 524 532 537 551 558 560 
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569 577-578 582 586 598 608 61 1 622 
643 684 715 721-723 728 740 766 772- 
773 795 834 837 849 864 885 900 921 
946 948 958 962-963 965 972-973 982 


thymus 


Clontech 


THMc02 


1 3 9-11 16 21 27 32-34 38-39 51 55-57 
66 72 74 77-78 80 82 89-90 101 1 12 1 15 
118-119 121 123-124 126 138 144 152 
159 168 174 176 178 186-188 197 200 
208 212-214 217 225 233 243-244 246 
254 256-262 279 282 285 288-289 296- 
297 313-314 322 334 343 354-355 358- 
359 363-364 367-368 372-373 382 387- 
389 395 400 402 41 1 414 426-427 437 
440 442 449-450 454 457 462 464 469 
474 479 481 485 490-491 506 508-509 
511 517 522 526 528 532 542 551 554 
561-562 564 566-570 580-582 585 589 
597 599-600 602-608 611 613-614 619- 
621 625 628 630-631 644 646 655 669 
672 677 684 686-693 697 713 717 720 . 
728 740 746 749 760-762 767 771 775 
794 797 804 808 811 816 818-819 837 
840 859 880 883 887-888 896-897 903 
908-911 913 916 924 936 947-948 950 
962-963 965 967 970 


thyroid gland 


Clontech 


THR001 


3 8-9 14-15 19-22 28-29 39 41 55-56 66 
69 71-72 78-79 97 104-105 109 113 115 
119 121 123-124 130-133 135 138 143- 
144 146 148 151-152 156 159-163 165 
168 172 174 177 183-184 196 199-200 
203 209 21 1 215-218 228-229 232-236 
244 254-255 258 273 282 290 292 294 
297 303-306 308 311 317-318 322-323 
325-326 334-335 340 342 348 354 358 
373 377 381-382 387 394 398 401-402 
405-406 409-412 416 422 425-427 429- 
431 440 449-453 462 466-468 474 478- 
479 481-484 490 492-496 500-501 505- 
506 517-518 522-525 532 537 540-541' 
545 551 558 560 563-564 580 583 587- 
589 593 597 599 606-607 610 617-621 
625-628 633 635 641-643 658-659 664- 
669 674 682 686 688-691 696 699 715 
724 730 740 742-743 747 750 752 759 
761 765-766 768-769 779 789 796 802- 
803 813 818-819 822 831 837 843 845 
848-849 862 864 868-869 871 874 876- 
877 887 893-894 896-897 907-909 912 
919-921 923 925 928 936 940-942 944 
946-947 950 953 955 958-959 962-963 
967 969 973 981 


trachea 


Clontech 


TRC001 


33-34 55-56 69 74 163 172 190 209 212 
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267 270 297 305 314 352 413 426-427 
466-467 500 502 504 580 586 610 613 
633 642 688 691 71 1 724 738-739 774 
782 816 820 839 848 862 868-869 914- 
915 928 968 


uterus 


Clontech 


UTR001 


4 9 18 37 63-64 74 108 114-115 130-131 
160 166 179 184 190 209 233 249 269 
285 301 314 327 337 348 384 394 399- 
400 403 406 41! 425 431 434 437 440 
462 474 485 490 508-509 526 532 579 
617-619 636 642-643 672 761 769 793 
837 849 864 887 903 906 928 934 947 
967 



TABLE 2 



SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 


i 
I 




xiomo Sapiens 


occurs in mho class i region; UKr 


308 


98 


2 


Y70775 


Homo sapiens 


Follistatin-related protein zfsta. 


3094 


98 


3 


X15187 


Homo sapiens 


precursor polypeptide (AA -21 to 
782) 


4112 


100 


4 


AF1 10640 


Homo sapiens 


orphan seven-transmembrane 
receptor 


344 


100 


5 


G03798 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7879. 


158 


72 


6 


W85607 


Homo sapiens 


Secreted protein clone da228_6. 


1477 


100 


7 


Y30162 


Homo sapiens 


Human dorsal root receptor 4 
hDRR4. 


884 


88 


8 


Y15227 


Homo sapiens 


Leul 


391 


100 


9 


Y28817 


Homo sapiens 


pt326_4 secreted protein. 


3338 


100 


10 


X92106 


Homo sapiens 


bleomycin hydrolase 


2445 


100 


11 


Y15228 


Homo sapiens 


Leu2 


445 


100 


12 


U27838 


Mus mus cuius 


glycosyl-phosphatidyl-inositol- 
anchored protein homolog 


432 


34 


13 


U27838 


Mus musculus 


glycosyl-phosphatidyl-inositol- 
anchored protein homolog 


320 


27 


14 


Y71062 


Homo sapiens 


Human membrane transport protein, 
MTRP-7. 


2323 


99 


15 


U96781 


Homo sapiens 


Ca2+ ATPase of fast-twitch skeletal 
muscle sacroplasmic reticulum, adult 
isoform 


5145 


100 


16 


M16653 


Homo sapiens 


pancreatic elastase KB zymogen 


1435 


99 


17 


Y13398 


Homo sapiens 


Amino acid sequence of protein 
PR0346. 


1749 


99 


18 


Y02283 


Homo sapiens 


Secreted protein clone br342_l 1 
polypeptide sequence. 


1399 


99 


19 


Y53030 


Homo sapiens 


Human secreted protein clone d24_l 
protein sequence SEQ ID NO:66. 


1371 


100 


20 


AL031320 


Homo sapiens 


dJ20N2.5 (novel protein similar to 
fucosidase, alpha-L-1, tissue (EC 
3.2.1.51, alpha-l-fucosidase 
rucohydrolase)) 


2597 


99 


21 


B01384 


Homo sapiens 


Neuron-associated protein. 


1876 


100 


22 


Y68778 


Homo sapiens 


Amino acid sequence of a human 
phosphorylation effector PHSP-10. 


2470 


100 
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n> 

NO: 


NUMBER 




DESCRIPTION 


SM1TH- 
SCORE 


% 

IDENTITY 


23 


Y55935 


Homo sapiens 


Human KHS2 protein. 


4781 


99 


24 


Y55935 


Homo sapiens 


Human KHS2 protein. 


2807 


100 


25 


AC024792 


Caenorhabditis 
elegans 


contains similarity to TR:O95029 


463 


31 


26 


Y07972 


787 


Human secreted protein fragment 


1540 


100 


27 


X97630 


Homo sapiens 


serine/threonine protein kinase 


3781 


98 


28 


AF150755 


Mus musculus 


microtubule-actin crosslinking factor 


3514 


68 


29 


AF150755 


Mus musculus 


microtubule-actin crosslinking factor 


3725 


70 


30 


Z38011 


Mus musculus 


DMR-N9 


2988 


86 


31 


AJ000522 


Homo sapiens 


axonemal dynein heavy chain 


6058 


99 


32 


AF037256 


Mus musculus 


ES2 protein 


2260 


91 


33 


S62140 


Homo sapiens 


TLS=nuclear RNA-binding protein 


2917 


100 


34 


S62140 


Homo sapiens 


TLS=nuclear RNA-binding protein 


2890 


98 


36 


AB038237 


Homo sapiens 


G protein-coupled receptor C5L2 


1767 


100 


37 


D79994 


Homo sapiens 


similar to ankyrin of Chromatium 
vinosum. 


6089 


99 


38 


X63380 


Homo sapiens 


serum response factor-related protein 


1966 


99 


39 


AL022072 


Schizosacchar 
omyces pombe 


lipoic acid synthetase 


1067 


61 


40 


J03930 


Homo sapiens 


alkaline phosphatase 


2751 


100 


41 


AF132968 


Homo sapiens 


CGI-34 protein 


1088 


98 


42 


AL1 17637 


Homo sapiens 


hypothetical protein 


2208 


100 


43 


AL021393 


Homo sapiens 


bK747E2.1 (novel protein) 


1526 


100 


44 


X68011 


Homo sapiens 


ZNF81 


1886 


100 


45 


AC002464 


Homo sapiens 


organic cation transporter, 50% 
similarity to JC4884 (PK>:g2 143892) 


2423 


100 


46 


W78245 


Homo sapiens 


Fragment of human secreted protein 
encoded by gene 19. 


1949 


100 


47 


Y41765 


Homo sapiens 


Human PRO 1083 protein sequence. 


3604 


100 


48 


AF097330 


Homo sapiens 


HI chloride channel; p64Hl; CLIC4 


1305 


99 


50 


U09413 


Homo sapiens 


zinc finger protein ZNF135 


1361 


57 


51 


AF061812 


Homo sapiens 


keratin 16 


2374 


100 


52 


W63681 


Homo sapiens 


Human secreted protein 1. 


1326 


99 


53 


AB035303 


Homo sapiens 


cadherin-10 


4094 


100 


54 


A12022 


synthetic 
construct 


MRP-8 


485 


100 


55 


AL121897 


Homo sapiens 


bA392M18_.3 (KIAA0180) 


1867 


100 


56 


Y73330 


Homo sapiens 


HTRM clone 397663 protein 
sequence. 


818 


96 


57 


AF151018 


Homo sapiens 


HSPC184 


955 


100 


58 


AF125042 


Homo sapiens 


bisphosphate 3 '-nucleotidase 


1586 


100 


59 


AF1 18670 


Homo sapiens 


orphan G protein-coupled receptor 


1971 


100 


60 


X04494 


Homo sapiens 


precursor polypeptide 


1903 


100 


61 


AF208865 


Homo sapiens 


EDRF 


528 


100 


62 


D15057 


Homo sapiens 


DAD-1 


567 


100 


63 


AF260665 


Homo sapiens 


histone acetyltransferase 


1510 


100 


64 


AF260665 


Homo sapiens 


histone acetyltransferase 


1429 


96 


65 


AJ277145 


Homo sapiens 


ras-related small GTPaseRAB18 


1073 


100 


66 


Y94950 


Homo sapiens 


Human secreted protein clone 
dhl073 12 protein sequence SEQ ID 
NO: 106. 


348 


100 


67 


Y82744 


Homo sapiens 


DNA replication and repair 
associated protein (DRASP). 


1028 


100 


68 


Y44486 


Homo sapiens 


Human GPRW receptor polypeptide. 


1721 


100 


69 


AL031228 


Homo sapiens 


dJ1033B10.2 (WD40 protein BING4 
(similar to S. cerevisiae YER082C, 
M. sexta MNG10 and C. elegans 
F28D1.1) 


3196 


100 
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SEQ 

n> 

NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
SCORE 


% 

IDENTITY 


70 


AJ276316 


Homo sapiens 


zinc finger protein 304 


1751 


52 


71 


Y18314 


Homo sapiens 


paraplegin-like protein 


4146 


99 


72 


AF1 57028 


Homo sapiens 


protein phosphatase methylesterase-1 


2017 


100 


74 


Y71082 


Homo sapiens 


Human B-aggressive lymphoma 
(BAL) protein. 


1765 


99 


75 


AF225420 


Homo sapiens 


AD025 


734 


100 


76 


X95235 


Homo sapiens 


transcription factor AP2 


217 


100 


77 


AF108420 


Takifiigu 
rubripes 


1-aminocyclopropane-carboxilate 
synthase 


733 


56 


78 


GO 1349 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 5430, 


650 


99 


79 


AL1 17635 


Homo sapiens 


hypothetical protein 


922 


99 


81 


Z85986 


Homo sapiens 


dJ108Kl 1.3 (similar to yeast 
suppressor protein SRP40) 


865 


77 


82 


AF1 83414 


Homo sapiens 


hemin-sensitive initiation factor 2a 
kinase 


3231 


99 


83 


G01143 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 5224. 


495 


98 


84 


U03985 


Homo sapiens 


N-ethylmaleimide-sensin've factor 


3744 


99 


85 


Y17791 


Homo sapiens 


VAX2 protein 


1496 


100 


87 


AF263538 


Homo sapiens 


growth differentiation factor 3 


1944 


99 


88 


Y19757 


Homo sapiens 


SEQ ID NO 475 from W09922243. 


1361 


100 


89 


AF161493 


Homo sapiens 


HSPC144 


1185 


100 


90 


AF161493 


Homo sapiens 


HSPC144 


856 


100 


91 


B25780 


787 


Human secreted protein SEQ ID 


647 


41 


92 


U57344 


Mus musculus 


Meis3 


1007 


89 


93 


AF 172854 


Homo sapiens 


cardiotrophin-like cytokine CLC 


1197 


98 


94 


AL390114 


Leishmania 
major 


extremely cysteine/valine rich 
protein 


223 


29 


95 


AB016886 


Arabidopsis 
thaliana 


contains similarity to adenylate 
kinase~gene id:MCA23.18 


287 


38 


96 


AC005525 


Homo sapiens 


F22162 1 


1855 


96 


97 


B20997 


Homo sapiens 


Human nucleic acid-binding protein, 
NuABP-1. 


3836 


99 


98 


AJ006692 


Homo sapiens 


ultra high sulfer keratin 


507 


70 


99 


AF172264 


Homo sapiens 


Traf2 and NCK interacting kinase, 
splice variant 1 


6942 


99 


100 


LI 1239 


Homo sapiens 


homeobox protein 


717 


100 


101 


AC004890 


Homo sapiens 


similar to zinc finger proteins; 
similar to AAC0 1956 
(PID:g2843171) 


2154 


98 


102 


AC003682 


Homo sapiens 


R28830 2 


1287 


48 


103 


AF201839 


Rattus 
norvegicus 


dynamin IHbb isoform 


4270 


95 


104 


Y79510 


Homo sapiens 


Human carbohydrate-associated 
protein CRBAP-6. 


1394 


100 


105 


Y79510 


Homo sapiens 


Human carbohydrate-associated 
protein CRBAP-6. 


1209 


90 


106 


AL096748 


Homo sapiens 


hypothetical protein 


1216 


100 


108 


X97260 


Homo sapiens 


Metallothionein 2 


381 


100 


109 


AL034422 


Homo sapiens 


dJl 141E15.2 (novel protein) 


433 


100 


110 


AF191338 


Homo sapiens 


anaphase-promoting complex subunit 
4 


683 


100 


111 


AL021712 


Arabidopsis 
thaliana 


putative protein 


185 


26 


112 


AF250138 


Homo sapiens 


small stress protein-like protein 
HSP22 


1063 


100 


113 


AL109976 


Homo sapiens 


dJ794I6.1.1 (novel protein) 


4176 


99 


114 


Y36151 


787 


Human secreted protein 


668 


100 
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SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

©ENTITY 


115 


AF1 10399 


Homo sapiens 


elongation factor Ts 


1666 


100 


116 


AF210317 


Homo sapiens 


facilitative glucose transporter family 
member GLUT9 


2052 


99 


117 


Y73328 


Homo sapiens 


HTRM clone 082843 protein 
sequence. 


931 


100 


118 


X04085 


Homo sapiens 


catalase 


2846 


100 


119 


AF147717 


Homo sapiens 


ubiquitin C-terminal hydrolase 
UCH37 


1695 


100 


120 


X73882 


Homo sapiens 


microtubule associated protein 


3801 


99 


121 


AC004882 


Homo sapiens 


similar to CAA1 6821 
(PID:g3255952) 


3223 


100 


122 


M93311 


Homo sapiens 


metallothionein-HI 


421 


100 


123 


G03827 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7908. 


557 


94 


124 


G03827 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7908. 


222 


S3 

J J 


125 


AF232009 


Homo sapiens 


peroxisomal trans 2-enoyl CoA 
reductase 


1565 


99 


126 


AB004906 


Ipomoea 
purpurea 


transposase 


146 




127 


M60165 


Homo sapiens 


guanine nucleotide-binding 
regulatory protein 2 


1832 * 


99 


128 


Y10319 


Homo sapiens 


carnitine carrier 


1592 


100 


129 


U75467 


Drosophiia 
melanogaster 


Atu 


937 


36 . 


130 


Z21507 


Homo sapiens 


human elongation factor- 1 -delta 


494 


87 * 


131 


Z21507 


Homo sapiens 


human elongation factor- 1 -delta 


938 


100 


132 


Y58633 


Homo sapiens 


Protein regulating gene expression 
PRGE-26. 


6745 


100 


133 


Y58633 


Homo sapiens 


Protein regulating gene expression 
PRGE-26. 


4818 


95 


134 


M13692 


Homo sapiens 


alpha- 1 acid glycoprotein precursor 


1064 


99 


135 


U72970 


Sus scrofa 


calcium/calmodulin-dependent 
protein kinase II isoform gamma-B 


2723 


99 


136 


G03213 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7294. 


450 


100 


137 


AC005102 


Homo sapiens 


small inducible cytokine subfamily A 
member 24 


627 


99 


138 


AF155648 


Homo sapiens 


putative zinc finger protein 


5855 


92 


139 


AF144638 


Homo sapiens 


sphingosine-1 -phosphate lyase 


2977 


100 


140 


AFI52318 


Homo sapiens 


protocadherin gamma Al 


4778 


100 


141 


B08517 


Homo sapiens 


Amino acid sequence of a beta- 
tubulin antigen. 


5841 


100 


142 


X56667 


Homo sapiens 


calretinin 


1410 


99 


143 


X92763 


Homo sapiens 


fttfazzins 


1605 


100 


144 


Y95293 


Homo sapiens 


Human GEF containing NEK-like 
kinase substrate sGNK. 


4092 


99 


145 


AF226046 * 


Homo sapiens 


GK003 


1198 


100 


146 


M22877 


Homo sapiens 


cytochrome c 


554 


98 


147 


AJ272212 


Homo sapiens 


protein serine kinase 


2196 


100 


148 


AB026491 


Homo sapiens 


PICK1 


2114 


98 


149 


AB018580 


Homo sapiens 


hluPGFS 


1699 


100 


150 


X91868 


Homo sapiens 


sixl 


1509 


100 


151 


AF266505 


Mus musculus 


pseudouridine synthase 3 


2135 


84 


152 


U29170 


Drosophiia 
melanogaster 


ANON-23D 


883 


43 


153 


G04075 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 8156. 


567 


99 


154 


AY009128 


Homo sapiens 


ISCU2 


138 


100 
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m 

NO: 


NUMBER 


5f JtSCU&£> 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


155 


AF141315 


Homo sapiens 


alpha- 1,4-N- 

acetylglucosaminyltransferase . 


1842 


100 


156 


AF1 10645 


Homo sapiens 


candidate tumor suppressor p33 
ING1 homolog 


1294 


99 


157 


AF159297 


Zea mays 


extensin-like protein 


238 


25 


158 


AL133325 


Homo sapiens 


dJ984P4.3 (Homeobox protein 
NKX2B) 


1437 


100 


159 


AF073298 


Homo sapiens 


small EDRK-rich factor 2 


294 


100 


160 


AC004858 


Homo sapiens 


Ul small ribonucleoprotein 1SNRP 
homolog; match to PID:g4050087 


4032 


100 


161 


AB012109 


Homo sapiens 


APC10 


990 


100 


162 


AL162751 


Arabidopsis 
thaliana 


putative protein 


194 


32 


163 


AJ005698 


Homo sapiens 


poly(A)-specific ribonuclease 


3351 


100 


164 


AF1 17046 


Homo sapiens 


long CBL-3 protein 


2547 


99 


165 


AC004002 


Homo sapiens 


similar to ciliary dynein beta heavy 
chain; 78% Similarity to P23098 
(PIDrgl 18965) 


5065 


100 


166 


M10942 


Homo sapiens 


human metallothionein-Ie 


381 


100 


167 


AF126484 


Homo sapiens 


CARD4 


4961 


100 


168 


AF161518 


Homo sapiens 


HSPC169 


1604 


100 


169 


M64983 


Homo sapiens 


fibrinogen beta chain 


2482 


100 


170 


M64983 


Homo sapiens 


fibrinogen beta chain 


2679 


100 


171 


M58514 


Gallus gallus 


fibrinogen beta chain 


1059 


78 


172 


AF078845 


Homo sapiens 


16.7Kd protein 


786 


100 


173 


AC004774 


Homo sapiens 


Dlx-6 


923 


100 


174 


Z98974 


Schizosacchar 
omyces pombe 


putative vacuolar protein sorting- 
associated protein 


185 


31 


175 


X56203 


Plasmodium 
falciparum 


liver stage antigen 


283 


23 


176 


W74726 


Homo sapiens 


Human secreted protein fg949_3. 


1879 


100 


177 


AJ222967 


Homo sapiens 


cystinosin 


1920 


100 


178 


AC024796 


Caenorhabditis 
elegans 


contains similarity to TR:076167 


221 


27 


179 


Y66632 


Homo sapiens 


Membrane-bound protein PR0276. 


1370 


100 


180 


AF151803 


Homo sapiens 


CGI-45 protein 


215 


28 


181 


G02694 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 6775. 


283 


100 


182 


Y17292 


Homo sapiens 


Human cell death preventing kinase 
(DPK-1) protein sequence. 


2676 


100 


183 


AF234765 


Rattus 
norvegicus 


serme-arginine-rich splicing 
regulatory protein SRRP86 


148 


27 


184 


AF151855 


Homo sapiens 


CGI-97 protein 


1214 


96 


185 


AF289664 


Mus musculus 


CYLN2 


4673 


90 


186 


AL022238 


Homo sapiens 


dJ1042K10.2 (supported by 
GENSCAN, FGENES and 
GENE WISE) 


4059 


100 


187 


AL022238 


Homo sapiens 


dJ1042K10.2 (supported by 
GENSCAN, FGENES and 
GENE WISE) 


2332 


100 


188 


X83543 


Homo sapiens 


APXL 


8513 


99 


189 


AF059569 


Homo sapiens 


actin binding protein MAYVEN 


3106 


99 


190 


M18135 


Rattus 
norvegicus 


smooth-muscle alpha tropomyosin 


1306 


95 


191 


AF242194 


Drosophila 
melanogaster 


brakeless-B 


147 


52 


192 


D30689 


Bacillus 
subtilis 


subunit of nitrite reductase 


113 


29 


193 


Y44984 


Homo sapiens 


Human epidermal protein- 1 . 


538 


97 
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SEQ 
ID 
NO: 


AlA_i£oMUJN 
NUMBER 




DESCRIPTION 


oIYIlTH- 
WATERMAN 
SCORE 


% 

IDENTITY 


194 


B25679 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 1 5 SEQ ID NO:68. 


760 


100 


195 


AB020315 


787 


homologue of mouse dkk-1 generAcc 


1466 


100 


196 


U35730 


Mus musculus 


jerky 


2021 


75 


197 


AL136450 


Homo sapiens 


dJ510O21.l (novel protein) 


632 


• 100 


198 


X56203 


Plasmodium 
falciparum 


liver stage antigen 


512 


24 


199 


Y70775 


Homo sapiens 


Follistatin-related protein zfsta. 


2027 


63 


200 


X87237 


Homo sapiens 


a-glucosidase I 


4447 


99 


201 


AF101078 


Caenorhabditis 
elegans 


CLU-1 


1393 


46 


202 


X04571 


Homo sapiens 


precursor polypeptide (AA -22 to 
1185) 


6611 


100 


203 


X00474 


Homo sapiens 


pS2 precursor 


466 


100 


204 


AB029333 


Halocynmia 
roretzi 


HrPET-1 


974 


54 


205 


AF146019 


Homo sapiens 


hepatocellular carcinoma antigen 
gene 520 


998 


100 


206 


AF071002 


Homo sapiens 


minK-related peptide 1; MiRPl 


632 


100 


207 


AB038162 


Homo sapiens 


trefoil factor 2 


744 


100 


208 


U30521 


Homo sapiens 


P311 HUM 


363 


100 


209 


AB000911 


Sus scrofa 


ribosomal protein 


782 


100 


210 


AB021227 


Homo sapiens 


membrane-type-5 matrix 
metalloproteinase 


3545 


100 , 


211 


AF 180920 


Homo sapiens 


cyclin L ania-6a 


2722 


100 


212 


AF105365 


Homo sapiens 


K-Cl cotransporter KCC4 


5624 


100 


213 


U29244 


Caenorhabditis 
elegans 


similar to human (TRE) transforming 
protein (PIR:S22157) 


602 


32 


214 


AL033538 


Homo sapiens 


dJ477H23.1 (novel protein) 


3195 


100 


215 


X52011 


Homo sapiens 


muscle determination factor 


1262 


100 


216 


AF083248 


Homo sapiens 


ribosomal protein L26 homolog 


739 


100 


217 


AF006751 


Homo sapiens 


ES/130 


4793 


99 


218 


AB007859 


Homo sapiens 


KIAA0399 protein 


3559 


99 


219 


AK026291 


Homo sapiens 


unnamed protein product 


826 


100 


221 


Y84045 


Homo sapiens 


Splice variant of cancer associated 
polypeptide CH3-9al 1-2. 


5851 


97 


222 


Z67996 


Homo sapiens 


tenascin-R (restrictin) 


7186 


100 


223 


AF134802 


Homo sapiens 


cofilin isoform 1 


846 


100 


224 


Y17711 


Homo sapiens 


atopy related autoantigen CALC 


1611 


99 


225 


AF190051 


Gallus gallus 


hepatocyte nuclear factor la 
dimerization cofactor isoform 


443 


81 


226 


AK026256 


Homo sapiens 


unnamed protein product 


866 


98 


227 


Z69368 


Schizosacchar 
omyces pombe 


■nuf2-like coiled-coil protein 


230 


25 


228 


AF275948 


Homo sapiens 


ABCA1 


11763 


99 


229 


AF161384 


Homo sapiens 


HSPC266 


2006 


98 


230 


Y16270 


Homo sapiens 


paralemin 


1951 


100 


231 


AJ245599 


Homo sapiens 


putative secreted ligand 


2379 


99 


232 


W88499 


Homo sapiens 


Human stomach carcinoma clone 
HP10412-encoded protein. 


1545 


99 


233 


AF096286 


Mus museums 


pecanex 1 


3623 


93 


234 


V64619 cd 
1 


Homo sapiens 


30-NOV-1990 Human HE1 cDNA. 


796 


100 


235 


V64619 cd 
1 


Homo sapiens 


30-NOV-1990 Human HE1 cDNA. 


470 


98 


236 


AF227258 


Bos taurus 


RPGR-interacting protein-1 


1262 


38 


237 


AJ132445 


Homo sapiens 


claudin-14 


1181 


100 


238 


AL034562 


Homo sapiens 


dJ684024.2 (prodynorphin (Beta- 


1330 


100 
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Neoendorphin-Dynorphin precursor, 
Proenkephalin B precursor)) 






239 


AF262027 


Homo sapiens 


eIF-5A2 


808 


100 


240 


AL079344 


Arabidopsis 
thaliana 


putative protein 


194 




241 


AC002394 


Homo sapiens 


Gene product with similarity to 
dynein beta subunit 


1542 


51 


242 


AJ271361 


Takifugu 
rubripes 


FRANK2 protein 


303 


30 


243 


AL021918 


Homo sapiens 


b34I8.1 (Kruppel related Zinc Finger 
protein 184) 


1476 


48 


244 


AF190167 


Homo sapiens 


membrane associated protein SLP-2 


1736 


99 


245 


Y10601 


Homo sapiens 


ankyrin-like protein 


5877 


inn 


246 


AL121771 


Homo sapiens 


dJ548G19.1.1 (novel protein 
(ortholog of mouse zinc finger 
protein ZFP64) (translation of cDNA 
NT2RP3001398 (Em:AK001596)) 
(isoform 1)) 


3628 


inn 


247 


L25314 


Drosophila 
melanogaster 


actin-related protein 


984 


47 


248 


X63745 


Homo sapiens 


KDEL receptor 


1095 


100 


249 


AF 112208 


Homo sapiens 


13kDa differentiation-associated 
protein 


816 


100 


250 


AP001707 


Homo sapiens 


human gene for claudin-8, Accession 
No. AJ250711 


1172 


100 


251 


AL136125 


Homo sapiens 


dJ304B14.1 (novel protein) 


778 


100 


252 


AL031186 


Homo sapiens 


bK984Gl.l (supported by FGENES) 


532 


100 


253 


Y17531 


Homo sapiens 


Human secreted protein clone BL205 
14 protein. 


639 


100 


254 


AL049843 


Homo sapiens 


dJ392M17.3 (KIAA0349 protein) 


6741 


99 


255 


AJ242972 


Homo sapiens 


TOLLIP protein 


1424 


99 


256 


Y94873 


Homo sapiens 


Human protein clone HP02632. 


1876 


100 


257 


AF279865 


Homo sapiens 


kinesin-like protein GAKIN 


2903 


100 


258 


AL024498 


Homo sapiens 


dJ417M14.1 (novel protein) 


589 


100 


259 


R66278 


Homo sapiens 


Therapeutic polypeptide from 
glioblastoma cell line. 


830 


100 


260 


AF1 01784 


Homo sapiens 


b-TRCP variant E3RS-IkappaB 


3226 


99 


261 


AF101784 


Homo sapiens 


b-TRCP variant E3RS-DcappaB 


2821 


100 


262 


AF101784 


Homo sapiens 


b-TRCP variant E3RS-IkappaB 


3149 


99 


263 


AF197060 


Homo sapiens 


src homology 3 domain-containing 
protein HP-55 


2257 


100 


264 


Y86262 


Homo sapiens 


Human secreted protein HAQAR23, 
SEQEDNO:177. 


766 


100 


265 , 


Y56966. 


Homo sapiens 


Human SBPSAPL polypeptide. 


2779 


100 


266 


Y56966 


Homo sapiens 


Human SBPSAPL polypeptide. 


1018 


99 


267 


AJ300465 


Homo sapiens 


putative white family ATP-binding 
cassette transporter 


1557 


95 


268 


AC004030 


Homo sapiens 


F21856 2 


3579 


99 


269 


X55954 


Homo sapiens 


HL23 ribosomal protein 


714 


100 


270 


AB033921 


Mus musculus 


Ndrl related protein Ndr2 


1855 


94 


271 


AF081886 


Homo sapiens 


EROl -like protein 


1905 


99 


272 


AF1 66492 


Homo sapiens 


small GTPase RAB6B 


1060 


100 


273 


AL022238 


Homo sapiens 


dJ1042K10.4 (novel protein) 


2201 


100 


274 


W88667 


Homo sapiens 


Secreted protein encoded by gene 
134 clone HAIBP89. 


1530 


99 


275 


X00129 


Homo sapiens 


precursor RBP 


1044 


97 


276 


Z47500_cdl 


Homo sapiens 


ll-MAY-1998 Human RHOH gene 
sequence. 


1161 


100 


277 


AB049188 


Equus cabalms 


ubiquitin C-terminal hydrolase 


1118 


96 
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278 


AF270647 


Homo sapiens 


GTT1 


1564 


100 


279 


AF143956 


Mus musculus 


coronin-2 


2414 


94 


280 


R85151 


Homo sapiens 


Endothelial cell polypeptide. 


911 


92 


281 


R85151 


Homo sapiens 


Endothelial cell polypeptide. 


1031 


100 


282 


D83948 


Rattus 
norvegicus 


Sl-1 protein 


3975 


90 


283 


Y14768 


Homo sapiens 


I Kappa B-like protein 


2037 


100 


286 


AL031316 


Homo sapiens 


dJ28O10.3(HSDUBl 
(hydroxysteroid (1 1-beta) 
dehydrogenase 1) 


294 


100 


. 287 


D64109 


Homo sapiens 


tob family 


1773 


99 


288 


AB026043 


Homo sapiens 


MS4A7 


1230 


100 


289 


M61866 


Homo sapiens 


Krueppel-related DNA-binding 
protein 


209 


90 


290 


AJ001810 


Homo sapiens 


mRNA cleavage factor 1 25 kDa 
subunit 


1217 


100 


291 


Y99454 


Homo sapiens 


Human PRO1605 (UNQ786) amino 
acid sequence SEQ ID NO:395. 


694 


100 


292 


Y44824 


Homo sapiens 


Human molecule associated with cell 
proliferation, MACP-4. 


2370 


100 


293 


AJ276101 


Homo sapiens 


GPRC5B protein 


2099 


100 


294 


AF1 61406 


Homo sapiens 


HSPC288 


719 


100 


295 


Y58628 


Homo sapiens 


Protein regulating gene expression 
PRGE-2L 


1276 


100 


296 


U91561 


Rattus 
norvegicus 


pyridoxine S'-phosphate oxidase 


1239 


87 


297 


L02956 


Xenopus 
laevis 


ribonucleoprotein 


1624 


83 


298 


AF226730 


Homo sapiens 


Cytl9 


1729 


99 


299 


AF226730 


Homo sapiens 


Cytl9 


906 


98 


300 


Y54324 


Homo sapiens 


Amino acid sequence of a human 
gastric cancer antigen protein. 


718 


89 


301 


AF125533 


Homo sapiens 


NADH-cytochrome b5 reductase 
isoform 


1606 


100 


302 


Y32206 


Homo sapiens 


Human receptor molecule (REC) 
encoded by Incyte clone 2825826. 


1676 


98 


303 


AF247565 


Homo sapiens 


hepatocellular carcinoma associated 
ring finger protein 


525 


100 


304 


AF208844 


Homo sapiens 


BM-002 


428 


100 


305 


AC004983 


Homo sapiens 


similar to PID:g3877944 


1988 


100 


306 


AL132978 


Arabidopsis 
thaliana 


putative protein 


210 


25 


307 


Y10530 


Homo sapiens 


olfactory receptor 


1645 


100 


308 


AF1 80681 


Homo sapiens 

_ IE- 


guanine nucleotide exchange factor 


3597 


100 


309 


AF1 11856 


Homo sapiens 


sodium dependent phosphate 
transporter isoform NaPi-3b 


3591 


99 


310 


Y13583 


Homo sapiens 


G-protein coupled receptor 


2171 


100 


311 


Z73420 


Homo sapiens 


CE146D10.2 (mercaptopyruvate . 
sulfurtransferase (EC 2.8.1.2)) 


1598 


100 


312 


X79535 


Homo sapiens 


beta tubulin 


2348 


100 


313 


AF070658 


Homo sapiens 


HSPC002 


861 


100 


314 


AF078866 


Homo sapiens 


SURF-4 


1395 


100 


317 


Z37986 


Homo sapiens 


phenylallcylamine binding protein 


1258 


100 


320 


AB047892 


Macaca 
fascicularis 


hypothetical protein 


258 


82 


321 


Y25755 


Homo sapiens 


Human secreted protein encoded 
from gene 45. 


1440 


100 


322 


AB016531 


Homo sapiens 


PEX16 


1741 


100 


323 


AL391141 


Arabidopsis 


putative protein ■ 


274 


49 
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thaliana 








325 


AF140501 


Homo sapiens 


DNA polymerase iota 


3691 


99 


326 


X96698 


Homo sapiens 


D1075-like 


1450 


96 


327 


AF152325 


Homo sapiens 


protocadherin gamma A5 


4769 


100 


328 


AF151803 


Homo sapiens 


CGI-45 protein 


1970 


100 


329 


X74070 


Homo sapiens 


transcription factor BTF3 


639 


81 


330 


AF171102 


Homo sapiens 


retinal degeneration B beta 


1302 


95 


331 


W54040 


Homo sapiens 


Human interferon-inducible protein, 
HIFI. 


484 


98 


332 


AF024617 


Homo sapiens 


transcription-associated zinc ribbon 
protein 


691 


100 


333 


U19181 


Rattus 
norvegicus 


Rabin3 


2129 


90 


334 


G03877 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7958. 


621 


100 


335 


AL008582 


Homo sapiens 


bK223H9.2 (ortholog of A. thaliana 
F23F1.8) 


626 


100 


336 


AF1 10774 


Homo sapiens 


adrenal gland protein AD-001 


647 


100 


337 


AB011414 


Homo sapiens 


Kruppel-type zinc finger protein 


1674 


58 


338 


AF207600 


Homo sapiens 


ethanolamine kinase 


129 


100 


340 


AC020579 


Arabidopsis 
thaliana 


putative 

phosphoribosylformylglycinamidine 
synthase; 25509-29950 


3283 


50 


341 


Y28576 


Homo sapiens 


Secreted peptide clone pe503 1 . 


944 


100 


342 


U32274 


Saccharomyce 
s cerevisiae 


Ydr386wp; CAI: 0.12 


191 


37 


343 


A01771 


synthetic 
construct 


vascular anticoagulating protein 


1661 


99 


344 


AF220052 


Homo sapiens 


uncharacterized hematopoietic 
stem/progenitor cells protein 
MDS032 


1285 


100 


345 


Y70400 


Homo sapiens 


Human cell-signalling protein-2. 


754 


100 


346 


Y50926 


Homo sapiens 


Human fetal brain cDNA clone 
vcl6_l derived protein. 


962 


100 


347 


AF1 83428 


Homo sapiens 


28.4 kDa protein 


1329 


100 


348 


AC006069 


Arabidopsis 
thaliana 


putative cleavage and 
polyadenylation speciflty factor 


1383 


55 


349 


AL032631 


Caenorhabditis 
elegans 


Y106G6H.8 


194 


39 


350 


U70669 


Homo sapiens 


Fas-ligand associated factor 3 


167 


23 


351 


Y93468 


Homo sapiens 


Amino acid sequence of a potassium 
channel interactor protein. 


1182 


92 


352 


AF005856 


Drosophila 
yakuba 


anon2A5 


111 


45 


353 


AJ271684 


Homo sapiens 


myeloid DAP12-associating lectin 


1013 


100 


354 


AF099100 


Homo sapiens 


WD-repeat protein 6 


2882 


99 


355 


U51730 


Murine 
leukemia virus 


reverse transcriptase 


316 


42 


356 


D50617 


Saccharomyce 
s cerevisiae 


YFL042C 


279 


27 


357 


D50617 


Saccharomyce 
s cerevisiae 


YFL042C 


279 


27 


358 


AF161432 


Homo sapiens 


HSPC314 


1059 


93 


359 


AB029488 


Homo sapiens 


Cllor£21 


758 


99 


360 


AJ251024 


Homo sapiens 


putative odorant binding protein ag 


1239 


100 


361 


U43281 


Saccharomyce 
s cerevisiae 


Lpg22p 


2074 


74 


362 


U43281 


Saccharomyce 
s cerevisiae 


Lpg22p 


2153 


74 
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363 


AC007153 


Arabidopsis 
thaliana 


100632 


156 


24 


364 


AF197927 


Homo sapiens 


AF5q31 protein 


3992 


99 


365 


D28500 


Homo sapiens 


mitochondrial isoleucine tRNA 
synthetase 


4286 




366 


X97868 


Homo sapiens 


arylsulphatase 


3141 


9R 


367 


AL162048 


Homo sapiens 


hypothetical protein 


1532 


100 


368 


L36062 


Mus musculus 


steroidogenic acute reeulatorv 
protein 


189 




369 


AF1 13249 


Homo sapiens 


multiple domain putative nuclear 
protein 


1022 


J7 


370 


M15888 


Bos taurus 


endozepine-related protein precursor 


2425 


84 


371 


X66363 


Homo sapiens 


serine/threonine protein kinase 


2562 


100 


372 


W74802 


Homo sapiens 


Human secreted protein encoded by 
gene 73 clone HSQEL25. 


1532 


89 


373 


AF100772 


Homo sapiens 


tenascin-Ml 


11535 


99 


374 


. AF090934 


Homo sapiens 


PRO0518 


382 


100 


375 


AB021643 


Homo sapiens 


gonadotropin inducible transcription 
renressor-3 


2761 


99 


376 


AB049758 


Homo sapiens 


MA WD binding orotein 


1331 


* 100 


377 


AF070666 


Homo saniens 


Kruonel- associated box nrotein 


466 


Q7 


378 


S59342 


Mus sp. 


nuclear pore complex glycoprotein 
p62 


464 


60 


379 


AF149205 


Mus musculus 


Su(var)3-9 homolog Suv39h2 


1690 


88 






"HVimrt onntpnc 

XlvJilVJ OttpiGUA 


T 1 1 YP_ crliifrtCP'irlvnrtTiPfitpiti 

glucosyltransferase 2 precursor 


7RS1 


00 


381 


AF1 18566 


A/TllQ TnitQCtllllQ 


fipinfil'fmfiiptip TiTir* "Rn opt T\rrttPin 

llGllltlLUpUlGLlt* £111 W> lillgCJ ULvJLU 


i /U7 




382 


AK000619 


Homo sapiens 


unnamed protein product 


810 


100 


383 


AF227906 


Homo sapiens 


UDP-glucose:glycoprotein 

glUlAJSJr 1U tlllaiClaaC £* piCvulbUi 


7851 


99 


384 


AF1 17946 


Homo sapiens 


Link guanine nucleotide exchange 

fn/*t/vr TT 


2363 


100 


385 


AF125390 


Drosophila 

TYl 1*1 9n ncrncf far* 


L82G 


139 


41 


386 


Y94907 


Homo sapiens 


Human secreted protein clone 
NO:20. 


1092 


50 


3R7 


UIO IV J 


s cerevisiae 


V>M£4rn 






388 


AF1773RR 


UU1UU OOUiwlID 


cfltiPPr-nmnlifipH trnnQprintinnnl 

coactivator ASC-2 


1074R 




389 


AJ002744 


Homn ^aniens 


UDP-GalNAcnolvneTitide "M- 
acetvl&alactosaminvltrans£erase 7 






390 


AF097366 


Homo sapiens 


cone sodium-calcium potassium 
exchaneer 


3166 


100 


391 


AF2 17525 


Homo saoiens 


Down svndrome cell adhesion 

molecule 


5337 


60 


392 


U8I035 


Rattus 
norvegicus 


ankyrin binding cell adhesion 
molecule neurofascin 


3967 


91 


393 


X65224 


Gallus ffflllus 


neurofascin 


4097 


7R 


394 


X13916 


Homo sapiens 


LDL-receptor related precursor (AA 
-19 to 4525) 


4292 


99 


395 


AF151083 


Homo sapiens 


HSPC249 


444 


98 


396 


AB017026 


Mus musculus 


oxysterol-binding protein 


2173 


98 


397 


AL035587 


Homo sapiens 


dJ475N16.4 (KIAA0240) 


2393 


100 


398 


W74813 


Homo sapiens 


Human secreted protein encoded by 
gene 85 clone HSDFV29. 


722 


92 


399 


Y71110 


Homo sapiens 


Human Hydrolase protein-8 
(HYDRL-8). 


1637 


99 



136 



WO 01/57190 



PCT/US01/04098 



SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


400 


AF039718 


Caenorhabditis 
elegans 


contains similarity to Itmus LA 
protein homologs 


325 




401 


AE000877 


Methanotherm 
obacter 
thermoautotro 
phicus 


conserved protein 


231 


36 


402 


Y27795 


Homo sapiens 


Human secreted protein encoded by 
gene No. 79. 


1539 


99 


403 


Z50853 


Homo sapiens 


CLPP 


615 


100 


405 


X03475 


Rattus 
norvegicus 


ribosomal protein L35a (aa 1-1 10) 


576 


99 


406 


AF144237 


Homo sapiens 


LOMP protein 


252 


44 


407 


U20239 


Mus musculus 


fibrosin 


288 


76 


409 


AL033378 


Homo sapiens 


dJ323M4.1 (KIAA0790 protein) 


6026 


99 


410 


X54326 


Homo sapiens 


glutaminyl-tRNA synthetase 


7577 


99 


411 


X61585 


Bos taurus 


polynucleotide adenylyltransferase 


3715 


97 


412 


AF217190 


Homo sapiens 


MLEL1 protein 


5271 


99 


414 


G02815 


Homo sapiens 


Human secreted protein, SBQ ED 
NO: 6896. 


314 


95 


415 


AJ245922 


Homo sapiens 


alpha-tubulin 8 


2370 


100 


416 


AF203032 


Homo sapiens 


neurofilament nrotetn 


220 


21 


417 


Z97653 


Homo sapiens 


C380A1J2 1 faovel orotein fisoform 

w*/ \J \JA A A +4* * A. I U V T UlVbWUI I iwV/&vA AAA 


1567 


100 


418 


AJ404326 


Homo sapiens 


SR+89 


1871 


99 


419 


AJ404326 


Homo sapiens 


SR+89 


902 


64 


420 


AF134726 


Homo satiiens 

A tfUU A\rUw 


G9A 


5334 


99 


421 


L28125 


Podospora 
an serin a 


beta transducin-like protein 


288 


39 


422 


W21733 


Homo saniens 


NIP-1 encoded by clone 59. 


110 


72 


423 


S67970 


Homo saniens 


ZNF75=KRAB zinc finger 


951 


76 


424 


L28035 


Mus musculus 


protein kinase C gamma 


3768 


98 


426 


Y73373 


Homo sapiens 


HTRM clone 921803 protein 
sequence. 


555 


56 


427 


Y73373 


Homo sapiens 


HTRM clone 921803 protein 
sequence. 


266 


49 


428 


X61118 


Homo sapiens 


TTG-2a/RBTN-2a 


876 


100 


429 


Z96932 


Homo sapiens 


nuclear autoantigen fo 14 kDa 


496 


83 


430 


AJ277291 


Homo sapiens 


HELG protein 


678 


72 


431 


X82157 


Homo sapiens 


hevin 


3525 


99 


432 


AC007192 


Homo sapiens 


P85BJIUMAN; PTDINS-3- 
KINASE P85-BETA 


3825 


99 


433 


AL021918 


Homo sapiens 


b34I8.1 (Kruppel related Zinc Finger 
Droteiti 1 84*^ 


1713 


50 


434 


AF084464 


Rattus 
norvefricus 


GTP-binding protein REM2 


141 


29 


435 


AL049795 


Homo sapiens 


67622L5.2 (novel protein) 


1756 


98 


436 


M14513 


Rattus 
norvesicus 


(Na+ and ATPase alnhaflTn 
catalvtic subunit 


4269 


99 


437 


U33460 


Homo saniens 


DNA-direeted RNA nolvm erase T 

^llil UiiwkvU JLVl i./k ^tVljlXlvl H3v Ly 

largest subunit 


8777 


98 


438 


D87076 


Homo saniens 


similar to bum an hromodomain 
protein BR140(JC2069) 


3067 


100 


439 


L43912 


Macaca 
mulatta 


mannose-binding protein A 


589 


93 


440 


D31763 


Homo sapiens 


ha0946 protein is Kruppel-related. 


927 


49 


441 


U70976 


Homo sapiens 


arrestin 


2068 


99 


442 


B08069 


Homo sapiens 


A human beta-alanine-pyruvate 
aminotransferase (HAP A). 


2343 


99 


443 


AF100662 


Caenorhabditis 


contains similarity to ubiquitin 


166 


24 
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elegans 


carboxyl-termina] hydrolase (Pfem: 
UCH-l.hmm, score: 28.46) (Pfam: 
UCH-2.hmm, score: 47.53) 






444 


D78017 


Rattus 
norvegicus 


NFI-A1 


2667 


98 


445 


AL049569 


Homo sapiens 


dJ37C10.3 (novel ATPase) 


2418 


100 


448 


AJ242540 


Volvox carteri 
f. nagariensis 


hydroxyproline-rich glycoprotein 
D2-HRGP 


165 


34 


449 


AJ133352 


Homo sapiens 


2NF237 protein 


2006 


100 


450 


AJ133352 


Homo sapiens 


ZNF237 protein 


1025 


96 


451 


AF170708 


Homo sapiens 


T-box protein TBX3 


3700 


99 


452 


AK002080 


Homo sapiens 


unnamed protein product 


1546 


99 


453 


L32977 


Homo sapiens 


Rieske Fe-S protein 


1239 


93 


454 


X51760 


Homo sapiens 


zinc finger protein (583 AA) 


1533 


57 


455 


Y01141 


Homo sapiens 


Secreted protein encoded by gene 7 
clone HTLFA90. 


1453 


99 


456 


AB006631 


Homo sapiens 


The human homolog of mouse Cux-2 


6559 


100 


457 


AF067165 


Homo sapiens 


zinc finger protein 3 


977 


64 


458 


AF038169 


Homo sapiens 


unknown 


154 


38 


459 


W75214 


Homo sapiens 


Human secreted protein encoded by 
eene 19 clone HRSMC69 


1180 


95 


460 


U97002 


Caen orhabdi tis 
elegans 


similar to acvl-CoA dehvdrnp , enase? 
and epoxide hydrolases;Pfam 
domain PF00441 fAcvI-CoA dirt 
Score=57.4 s E-value=1.7e-16,N=2; 
contains similarity to Pfam domain 
PF00702 (Hydrolase), Score=57.4, 
E-value=le-13,N=l 


583 




461 


AK023114 


Homo sapiens 


unnamed protein product 


1041 


99 


462 


M93134 


Friend murine 
leukemia virus 


pol protein 


289 


44 


463 


AF055473 


Homo sapiens 


GAGE-8 


232 


47 


466 


Y51415 


Homo sapiens 


Human wild type pKe83 protein. 


2625 


100 


467 


Y51417 


787 


Human pKe83 splice variant protein 


2433 


100 


468 


Y57936 


Homo sapiens 


Human transmembrane protein 
HTMPN-60. 


1629 


96 


469 


D38552 


Homo sapiens 


The ha 1539 protein is related to 
cyclophilin. 


2995 


100 


470 


Y70013 


Homo sapiens 


Human Protease and associated 
protein-7 (PPRG-7). 


3530 


100 


471 


AJ224747 


Homo sapiens 


C-terminal variant of hINADL 
including 2 amino acid exchanges 
and an insertion of 28 amino acids in 
frame. 


7969 


100 


472 


W99665 


Homo sapiens 


Human secreted protein clone 
dul57_12 protein. 


1546 


100 


473 


W99665 


Homo sapiens 


Human secreted protein clone 
dul57__12 protein. 


998 


98 


474 


X63526 


Homo sapiens 


homologue to elongation factor 1- 
gamma from A.salina 


2273 


99 


475 


X15940 


Homo sapiens 


ribosomal protein L31 (AA 1-125) 


644 


100 


476 


M60832 


Homo sapiens 


alpha-2 type VIII collagen 


3581 


99 


477 


AF039697 


Homo sapiens 


antigen NY-CO-31 


1213 


97 * 


478 


AF156929 


Sus scrofa 


inflammatory response protein 6 


1588 


83 


479 


AF264717 


Homo sapiens 


FYVE domam-containing dual 
specificity protein phosphatase 
FYVE-DSP2 


5610 


99 


480 


AF044578 


Homo sapiens 


putative DNA polymerase; POL4P 


2478 


94 


481 


X89750 


Homo sapiens 


TGIF protein 


1413 


100 
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482 


M93107 


Homo sapiens 


(R)-3-hydroxybutyrate 
dehydrogenase 


1663 


96 


483 


U58334 


Homo sapiens 


Bbp/53BP2 


1556 


41 


484 


AF151538 


Homo sapiens 


deoxycytidyl transferase; Revlp 


4281 


99 


485 


Z98884 


Homo sapiens 


dJ467Ll.l(KIAA0833) 


699 


73 


486 


AJ243874 


Homo sapiens 


oligophrenin-4 


3682 


100 


487 


Z11737 


Homo sapiens 


flavin-containing monooxygenase 4 


2969 


inn 

X vu 


488 


X56123 


Mus musculus 


talin 


4353 


77 


489 


AJ278112 


Homo sapiens 


putative cell cycle control protein 


335 




490 


W74843 


Homo sapiens 


Human secreted protein encoded by 
eene 115 clone HOVBA03 


1013 


98 


491 


Y41337 


Homo sapiens 


Human secreted protein encoded by 
eene 30 clone HRDDV47 


509 


36 


492 


X90530 


Homo saniens 


raeB 




00 
yy 


493 


X90530 


Homo sapiens 


ragB 


1405 


99 


494 


X90530 




rnirR 
itt & J - > 






495 


AL022394 


Mnttin Qfl*nij*TiQ 
jTiuuxu onuiwiis 


homeobox protein)) 




00 


496 


Y11395 


xi viuu DapiviiD 


icuxuxiuiiuiw oyjuuiwioac v-< iiivc pruicui 

1 


Zxuo 


1UU 


497 


AJ010119 


Homo sapiens 


Ribosomal protein kinase B (RSK-B) 


4001 


100 


498 


G01563 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 5644. 


330 


100 


4QQ 


A->*rlJ J. 


xiomo sapiens 


protein-tyrosine phosphatase 


1U400 


Art 

99 


snn 


fWl1flft9 
UUlUOZ 


Homo sapiens 


Human secreted protein, SBQ ID 


54 u 


"I AA 

100 






7>T/\mf*i cnntAne 

nuiixu attpicuo 


similar to in urine icucmc^ricn repeal 

pj VIC 111, LJUaMUlC XUXC 111 UCUIal 

development by protein-protein 
interactions; 93% simUarity to 
D49802 (PH):gl369906) 


JO/O 


1 AA 

lift; 


502 


AL1 17544 


Homo sapiens 


hypothetical protein 


1226 


100 


503 


AF203032 


Homo sapiens 


neurofilament protein 


5115 


99 


504 


AL034417 


Homo sapiens 


bK215Dl 1.2 (similar to rat gene 33) 


2476 


100 


505 


X69090 


Homo sapiens 


190kD protein 


7546 


99 


506 


U58755 


Caenorhabditis 
elegans 


coded for by C. elegans cDNA 
yk34bl.5; coded for by C. elegans 
cDNA ykl3hl0.5; coded for by C. 
elegans cDNA yk46e8.5; coded for 
by C. elegans cDNA yk46d5.5; 
coded tor by C elegans cDNA 
yK4jcz.D; coaeaior oy c elegans 
cDNA yk46e8.3; coded for by C. 
eiegans cjujna yK*focz.j, coaea ior 
by C. elegans cDNA yk46d5.3; 

UUUCU XUX Ujr CICgalLb UL/XNA 

vkl 3f10 V mHeH fnr hv P e1afmn« 

j'&UliUiJ) vUUwU XVI U¥ w» vlCgallO 

cDNA vk34bl 3 


782 


55 


507 


AJ293309 


T-Tryrnn Qflnien^ 

IIUIUU SuUlwlu 


NHP2 nrntefn 


OUl 


inn 


508 


U39045 


Rattus 


cytoplasmic dynein intermediate 

chain 9"R 


3241 


97 


509 


AF063231 


Mus musculus 


cytoplasmic dynein intermediate 
chain 2 


3159 


97 


510 


AF202893 


Mus musculus 


KiGlb 


4336 


95 


511 


Y13115 


Homo sapiens 


serine/threonine protein kinase 


5071 


99 


512 


AB030207 


Homo sapiens 


G gamma subunit 


364 


100 


513 


AF039571 


Homo sapiens 


peripheral benzodiazepine receptor 
interacting protein; PBR-IP/PRAX1 


495 


33 


514 


AB037883 


Homo sapiens 


Gb3/CD77 synthase 


1916 


99 
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515 


D90868 


Escherichia 
coli 


similar to 


1489 


100 


516 


X98834 


Homo sapiens 


zinc finger protein Hsal2 


5290 


100 


517 


AF055668 


Mus musculus 


apoptosis-linked gene 4, deltaC form 


2904 


78 


518 


AF019926 


Mus musculus 


protein kinase 


1694 


90 


519 


M34513 


Homo sapiens 


omega protein 


317 


91 


520 


Y08612 


Homo sapiens 


88kDa nuclear pore complex protein 


2313 


99 


521 


Y08612 


Homo sapiens 


88kDa nuclear pore complex protein 


1561 


99 


522 


AL096766 


Homo sapiens 


dA59H18.1 (KIAA0767 protein) 


2497 


100 


523 


AF1 86249 


Homo sapiens 


six transmembrane epithelial antigen 
of prostate 


1790 


100 


524 


AB029012 


Homo sapiens 


KIAA1089 protein 


4933 


100 


525 


AB026893 


Homo sapiens 


vascular cadherin-2 


5962 


100 


526 


X74331 


Homo sapiens 


DNA primase (p58 subunit) 


1720 


100 


528 


AC007228 


Homo sapiens 


R31665 2 


1488 


47 


529 


X14830 


Homo sapiens 


acetylcholine receptor beta-subunit 
preprotein 


2639 


100 


530 


U80446 


Caenoihabditis 
elegans 


coded for by C. elegans cDNA 
ykl72e6.3; coded for by C. elegans 
cDNA ykl58f7.3; coded for by C. 
elegans cDNA ykl58f7.5; coded for 
by C. elegans cDNA ykl72e6.5 


420 




531 


S76838 


Mussp. 


Dbs 


4821 


88 


532 


Z82215 


Homo sapiens 


dJ6802.2 (myosin, heavy 
polypeptide 9, non-muscle) 


9828 


100 


533 


AF245505 


Homo sapiens 


adlican 


277 


31 


534 


AF300612 


Homo sapiens 


N-acetylgalactosamine-4-O- 
sulfotransferase 


993 


59 


535 


AL121928 


Homo sapiens 


bA18I14.3 (pleckstrin and Sec7 
domain protein) 


3333 


99 


536 


AJ271055 


Mus musculus 


iroquois homeobox protein 6 


1724 


76 


537 


AF1 80473 


Homo sapiens 


Not2p 


2267 


100 


538 


AF071059 


Mus musculus 


zinc finger RNA binding protein 


1089 


. 51 


539 


AF023453 


Homo sapiens 


actin-related protein 3-beta 


2219 


100 


540 


AC003030 


Homo sapiens 


R29828 1 


1401 


70 


541 


AC003030 


Homo sapiens 


R29828 1 


2294 


100 


542 


AL121889 


Homo sapiens 


dJ1076E 17. 1 (KIAA0823 protein 
(continues in AL023803)) 


2152 


100 


543 


AB006135 


Rattus 
norvegicus 


db83 


1238 


98 


544 


G02650 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 6731. 


644 


97 


545 


Y07595 


Homo sapiens 


transcription factor TFIIH 


2373 


100 


546 


AL1 33545 


Homo sapiens 


bA386N14.1 (novel protein similar 
to a dual specificity phosphatase) 


964 


99 


547 


X83618 


Homo sapiens 


hydroxymethylglutaryl-CoA 
synthase 


2647 


100 


548 


AF134726 


Homo sapiens 


NG37 


4359 


99 


549 


AB035356 


Homo sapiens 


neurexin I-alpha protein 


6948 


99 


551 


AB037901 


Homo sapiens 


gene amplified in squamous cell 
carcinoma- 1 


5215 


99 


552 


AB043634 


Homo sapiens 


PAR-6A 


885 


100 


553 


AP000693 


Homo sapiens 


partial CDS 


4875 


99 


554 


AF002223 


Homo sapiens 


myotubularin related 1 


3490 


100 


555 


AC004893 


Homo sapiens 


similar to NEDD-4 (KIA0093); 
similar to P46934 (PID:gl 171682) 


1611 


10O 


556 


AJ404468 


Homo sapiens 


axonemal dynein heavy chain 


8328 


100 


557 


AJ404468 


Homo sapiens 


axonemaJ dynein heavy chain 


11137 


100 
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558 


X65873 


Homo sapiens 


kinesin heavy chain 


4860 


100 


559 


AJ277365 


Homo sapiens 


polyglutarnine-containing protein 


592 


36 


560 


AF205600 


Homo sapiens 


transposase-like protein 


407 


27 


561 


' X71125 


Homo sapiens 


glutaminyl-peptide cyclotransferase 


1914 


100 . 


562 


X71125 


Homo sapiens 


glutaminyl-peptide cyclotransferase 


1456 


97 


563 


X54304 


Homo sapiens 


myosin regulatory light chain 


897 


100 


564 


AF250842 


Drosophila 
melanogaster 


multiple asters 


130 


23 


565 


Y58608 


Homo sapiens 


Protein regulating gene expression 
PRGE-1. 


1619 


99 


566 


AL121893 


Homo sapiens 
• 


bA189K21.5 (novel protein similar 
to retinoblastoma binding protein 
(RBBP9)) 


1012 


100 


567 


AL1 17352 


Homo sapiens 


(U876B10.2 (novel protein (ortholog 
ofratEX084)) 


3713 


99 


568 


AF228603 


Homo sapiens 


pleckstrin 2 


1841 


100 


569 


AF239243 


Homo sapiens 


histone deacetylase 7 


3244 


86 


570 


AF087695 


Mus musculus 


veli3 


989 


100 


571 


AB046381 


Homo sapiens 


testis-abundant finger protein 


1346 


99 


572 


AC005551 


Homo sapiens 


R26529_2, partial CDS 


1020 


100 


573 


Y90290 


Homo sapiens 


Human peptidase, HPEP-7 protein 
sequence. 


274 


52 


574 


W76734 


Homo sapiens 


Human mDia Rho targeting protein. 


712 


32 


575 


AL121935 


Homo sapiens 


bA517H2.3 (t-complex 10 (a murine 
tcp.homolog)) 


853 


78 


576 


Y86217 


Homo sapiens 


Human secreted protein HWHGU54, 
SEQ ID NO: 132. 


2123 


99 


577 


AL121716 


Homo sapiens 


dJ202D23.2 (novel protein) 


6329 


99 


578 


AL121716 


Homo sapiens 


dJ202D23.2 (novel protein) 


6329 


99 


579 


X92715 


Homo sapiens 


KRAB /C2H2 zinc finger protein 


3102 


97 


580 


X54637 


Homo sapiens 


protein tyrosine kinase 


5564 


98 


581 


X78817 


Homo sapiens 


pll5 


1148 


44 


582 


AJ251245 


Rattus 
norvegicus 


SECIS binding protein 2 


3086 


71 


583 


AF1 13125 


Homo sapiens 


E-l enzyme 


581 


100 


584 


M19529 


Sus scrofa 


follistatin A 


1906 


98 


585 


AF169677 


Homo sapiens 


leucine-rich repeat transmembrane 
protein FLRT3 


3403 


100 


586 


D87685 


Homo sapiens 


similar to human transcription factor 
TFHS (S34159). 


8083 


99 


587 


Y00876 


Homo sapiens 


Human LAPH-1 protein sequence. 


2110 


100 


588 


Y99674 


Homo sapiens 


Human GTPase associated protein- 
25. 


2111 


99 


589 


D86973 


Homo sapiens 


similar to Yeast translation activator 
GCN1 (PLA48126) 


12033 


99 


590 


AL034452 


Homo sapiens 


dJ682J15.1 (novel Collagen triple 
helix repeat containing protein) 


1979 


100 


591 


Y57396 


Homo sapiens 


Human lysoenzyme LYC4 
polypeptide. 


814 


100 


592 


AJ297743 


Mus musculus 


torsinB protein 


1448 


85 


593 


AF164796 


Homo sapiens 


NADH:ubiquinone oxidoreductase 
MLRQ subunit homolog 


469 


100 


594 


Y41312 


Homo sapiens 


Human secreted protein encoded by 
gene 5 clone HLDRM43. 


749 


94 


595 


Y41312 


Homo sapiens 


Human secreted protein encoded by 
gene 5 clone HLDRM43. 


824 


100 


596 


Y77123 


Homo sapiens 


Human neurotransmission-associated 
protein (NTAP) 998868. 


2102 


98 


597 


AF215703 


Drosophila 


KISMET-L long isoform 


1880 


65 
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melanogaster 








598 


AF070447 


Homo sapiens 


barrier-to-autointegration factor 


290 


90 


599 


X56203 


Plasmodium 
falciparum 


liver stage antigen 


372 


22 


600 


X79828 


Mus musculus 


NK10 


202 


53 


601 


AB004109 


Cricetulus 
griseus 


phosphatidylserine synthase II 


2262 


Q9 


602 


U94988 


Mus musculus 


Nulpl 


2912 


89 


603 


U94988 


Mus musculus 


Nulpl 


2800 


86 


604 


AF006264 


Homo sapiens 


recombination and sister chromatid 
cohesion protein homolog 


2850 


ion 

ivv 


605 


AF006264 


Homo sapiens 


recombination and sister chromatid 
cohesion protein homolog 


2530 


100 


606 


X82260 


Homo sapiens 


RanGAPl 


2929 


inn 


607 


X82260 


Homo sapiens 


RanGAPl 


1843 


97 


608 


AF160909 


Drosophila 
melanogaster 


BcDNA.LD03471 


943 


JO 


610 


X74801 


Homo sapiens 


gamma subunit of CCT chaperonin 


2745 


99 


611 


AL031427 


Homo sapiens 


dJ167A19.1 (novel protein) 


1608 


100 


612 


Y71072 


Homo sapiens 


Human membrane transport protein, 
MTRP-17. 


445 


100 


613 


XI 6396 


Homo sapiens 


precursor polypeptide (AA -29 to 
315) 


1749 


100 


614 


AK000281 


Homo sapiens 


unnamed protein product 


1814 


99 


615 


AB011128 


Homo sapiens 
— £- 


KIAA0556 protein 


5761 


99 


616 


U19361 


Petromyzon 
marinus 


NF-180 


205 


21 


617 


AF045555 


Homo sapiens 


wbscrl 


1208 


100 


618 


AF045555 


Homo sapiens 


wbscrl alternative spliced product 


1318 


100 


619 


U22229 


Felis catus 


ribosomal protein L41 


128 


100 


620 


Y17169 


Homo sapiens 


A6 related protein 


1819 


100 


621 


Y12065 


Homo sapiens 


hNop56 


2956 


99 


622 


AF177758 


Homo sapiens 


ubiquitin specific protease 16 


2998 


100 


623 


AF3 17425 


Homo sapiens 


GAC-1 


3866 


100 


624 


AL050297 


Homo sapiens 


hypothetical protein 


1227 


99 


625 


AC007204 


Homo sapiens 


BC273239 1 


3398 


99 


626 


Z68747 


Homo sapiens 


imogen 38 


2024 


99 


627 


268747 


Homo sapiens 


imogen 38 


1958 


97 


628 


Y70229 


Homo saniens 


Human RNA-swocinte/l nrntfliti-1fl 
(RNAAP-10). 






629 


AF191492 


Homo sapiens 


nasooharvnffea] carcinoma associated 
gene protein-8 


613 


inn 


630 


AF1 19664 


Homo sapiens 


transcriptional regulator protein 
HCNGP 


1574 


100 


631 


AF1 19664 


Homo sapiens 


transcriptional regulator protein 
HCNGP 


1150 


89 


632 


Y17849 


Homo sapiens 


ganglioside-induced differentiation 
associated protein 1 


1839 


98 


633 


X55740 


Homo sapiens 


5-nucleotidase 


3012 


100 


634 


AF039688 


Homo sapiens 


antigen NY-CO-3 




inn 


635 


AF1 19662 


Homo sapiens 


E46 protein 


2424 


100 


636 


AB007836 


Homo sapiens 


Hio5 


2544 


100 


637 


AF077818 


Mus musculus 


syntrophin-associated serine- 
threonine protein kinase 


2027 


44 


638 


AL035455 


Homo sapiens 


dJ1018E9.1 (VAMP (vesicle- 
associated membrane protein)- 
associated protein B and C) 


150 


26 


639 


AF078844 


Homo sapiens 


hqp0376 protein 


416 


81 
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640 


U28377 


Escherichia 
coli 


ORFJ239; was ORF_fl91 and 
ORF_fl 94 before splice 


1198 


10ft 

1 UV 


641 


AK024442 


Homo sapiens 


FLJ00032 protein 


1677 


56 


642 


U58682 


Homo sapiens 


ribosomal protein S28 


340 


100 


643 


X57432 


Rattus rattus 


ribosomal protein S2 


1520 




644 


AB002348 


Homo sapiens 


KIAA0350 protein 


5186 


• yy 


646 


Y96202 


Homo sapiens 


QcappaB kinase (IKK) binding 
protein, Y2H56. 


1178 


OR 


647 


AB029482 


Mus musculus 


JNK-binding protein JNKBP1 


4609 


81 


648 


AB009053 


Arabidopsis 
thaliana 


contains similarity to isoamyl 

acetate-hydrolyzing 

esterase~gene_id:MQB2.25 


407 


A A 
*+H 


650 


AC002550 


Homo sapiens 


Unknown gene product 


858 


99 


651 


U26592 


Homo sapiens 


diabetes meUitus type I autoantigen 


253 


66 


652 


X60155 


Homo sapiens 


zinc finger 41 


4349 


100 


653 


X53330 


Platynereis 
dumerilii 


H4 Drotein (AA 1-103^ 


523 


inn 


654 


AC003682 


Homo sapiens 


R27945 2 


2558 




655 


X80473 


Mus musculus 


rabl9 


596 


5fi 


656 


J02649 


Rattus 
norvegicus 


unknown orotein 


201 


05 


657 


AC006014 


Homo sapiens 


similar to RFP transforming protein) 
similar to P14373 (PK):gl32517) 


1331 


00 

yy 


658 


X92972 


Homo sapiens 


protein phosphatase 6 


1666 


100 


659 


L35269 


Homo sapiens 


zinc finger protein 


2803 


99 


660 


AC003682 


Homo sapiens 


F18547 1 


3184 


96 


661 


X79204 


Homo sapiens 


ataxin-1 


4195 


99 


662 


XI 7620 


Homo <sarrien<i 


"WttiO'I nrotMTi 


065 


00 

yy 


663 


AB015617 


Homo <*Bnien<i 


ELKS 




Rft 
oU 


664 


756281 


Homo ^aniens 


intprfprnn rpcrtilfltnrv fiiotrtr ^ 






665 


AJ248283 


Pyrococcus 
abyss i 


LACTOYLGLUTATHIONE 
T YASF (PC 4 4 1 *Tl 
METHYLGLYOXALASE^ 
(ALDOKETOMUTASE) 
(GLYOXALASEI). 


254 


40 


666 


Z70200 


Homo sapiens 


U5 snRNP-SDecific 200kD nrotein 


8819 


99 


667 


Z70200 


Homo sapiens 


U5 snRNP-specific 200kD protein 


8589 


97 


668 


AF153450 


Manduca sexta 


juvenile hormone esterase binding 
protein 


225 


32 


669 


AF227198 


Homo saniens 


CrkRS 


/ £rJ X 


00 

yy 


670 


X99586 


Homo sapiens 


SMT3C protein 


441 


87 


671 


Z61589 cdl 


Hnmn Qanipnc 


17-AIJG-100R DNA pnrndinir a 

human OC-2 protein. 




inn 


672 


AJ 13 2702 


IVAiic miicniliie 

1V1UJ UluuwUl UJ 


A 1 Kfl-flccnrintpH fnetcw 

4*. X X a. uaoUwltUCU LCU/LUi 




RR 

oo 


673 


AF204159 


Hnmn csmfpnc 


nAtfl«3Qiiim larop /*fwiHii/*tnnpp 

pUtAoalUJLLi lctlgv vUJJLLUWiUlilUC 

calcium-activated channel beta 3a 
subunit 


l*fOO 


i on 


674 




TT/wnrt qhtmptic 


Wiimnn cprrpffH nrntpin 1 1 1 
XlLUllaLL aCLIClCU UIUlCUUj Ofiy XXJ 

NO: 6142. 




00 

77 


675 


GO 1246 


T-Tomo qmvptic 
xxvinu aa^iciio 


I-Tiittioti cpm*ptprf nrntpfn QT70 TT> 
XJLUlJiail oCU CLCU ylVt&xU) OJ-t\£ xxJ 

NO: 5327. 


1/11 


77 


676 


AB016839 


Homo sapiens 


mobl 


419 


42 


677 


D86970 


Homo sapiens 


similar to myosin heavy chain: 
Containing ATP/GTP-binding site 
motif A(P-loop) 


163 


28 


678 


U83115 


Homo sapiens 


non-lens beta gamma-cry stallin like 
protein 


8569 


99 


679 


AF203687 


Homo sapiens 


prolactin regulatory element-binding 
protein 


2181 


100 
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SMlIH- 
WATERMAN 
SCORE 


% 

IDENTITY 


680 


M27685 


Mus musculus 


ultra-high sulphur keratin 


650 


58 


681 


U04968 


Cricetulus 
griseus 


nucleotide excision repair protein 


3712 


97 


682 


AFl I9663 


Homo sapiens 


G-protein gamma- 12 subunit 


356 


100 


683 


G03733 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 7814. 


342 


100 


684 


X67699 


Homo sapiens 


CDw52 antigen 


297 


100 


685 


AF022789 


Homo sapiens 


ubiquitin hydrolyzing enzyme I 


1892 


100 


686 


AJ001006 


Mus musculus 


EMeg32 protein 


938 


96 


687 


W03516 


Homo sapiens 


Prostaglandin DP receptor. 


1864 


100 


688 


AF019661 


Mus musculus 


zetaproteasome chain; PSMA5 


1214 


100 


689 


AFl 56557 


Homo sapiens 


stomatin related protein 


2036 


100 


690 


G03960 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 8041. 


593 • 


100 


691 


AF161512 


Homo sapiens 


HSPC163 


738 


100 


692 


AL031115 


Homo sapiens 


ZXDA, ZXDB (zinc finger X-linked 
protein) 


4298 


100 


693 


L40410 


Homo sapiens 


thyroid receptor interactor 


806 


100 


694 


AC004542 


Homo sapiens 


OXYSTEROL-BINDING 
PROTEIN-like; similar to P22059 
(PID:gl29308) 


2533 


99 


695 


AF169411 


Rattus 
norvegicus 


PAPIN 


4144 


52 


696 


Y58168 


Homo sapiens 


Human hydrolase homologue HHH- 
4. 


2144 


100 


697 


AF271994 


Homo sapiens 


dopamine responsive protein DRG-1 


1613 


100 


698 


Y41741 


Homo sapiens 


Human PRO704 protein sequence. 


1323 


100 


699 


AL133506 


Unknown 


/prediction=(method: tM, genscan ,,,, , 
version: H "1.0"'', score:"" 109.13""); 
/prediction==0nethod: 


825 


48 


700 


Y96870 


Homo sapiens 


Human goose-type lysozyme 
(GOLY). 


1032 


100 


701 


AC003034 


Homo sapiens 


Gene with similarity to rat kidney- 
specific (KS) gene 


1190 


100 


702 


AC003034 


Homo sapiens 


Gene with similarity to rat kidney- 
specific (KS) gene 


937 


95 


703 


AJ242832 


Homo sapiens 


calpain 


3756 


100 


704 


S52624 


Homo sapiens 


unknown 


185 


100 


705. 


AF005081 


Homo sapiens 


skin-specific protein 


652 


100 


706 


Y16793 


Homo sapiens 


keratin, type I 


2232 


100 


707 


Y44985 


Homo sapiens 


Human epidermal protein-2. 


455 


69 


708 


AFl 13220 


Homo sapiens 


MSTP040 


686 


100 


709 


Y44985 


Homo sapiens 


Human epidermal protein-2. 


408 


65 


710 


Y16132 


Homo sapiens 


CDT6 


1874 


100 . 


711 


Y68775 


Homo sapiens 


Amino acid sequence of a human 
phosphorylation effector PHSP-7. 


2407 


100 


712 


X63422 


Homo sapiens 


H(+)-transporting ATP synthase 


209 


100 


713 


AF16996S 


Mus musculus 


DNA binding protein DESRT * 


1467 


79 


714 


X52563 


Bostaurus 


permability increasing protein 


383 


29 


715 


AJ277739 


Homo sapiens 


RPBllblaJpha protein 


480 


98 


716 


AL135791 


Homo sapiens 


bA162G10.3 (zinc finger protein) 


401 


98 


/I / 


Ar2234oo 


Homo sapiens 


HT0 15 protein 


1311 


97 


719 


AFl 17383 


Homo sapiens 


placental protein 13; PP13 


746 


100 


720 


Z98743 


Homo sapiens 


dJ181C9.2 (Rho GTPase activating 
protein 8 (RhoGAP, p50RhoGAP)) 


324 


100 


721 


AL163815 


Arabidopsis 
thaliana 


putative protein 


653 


61 


722 


G01436 


Homo sapiens 


Human secreted protein, SEQ ID | 418 


96 



144 



WO 01/57190 



PCT/US01/04098 



SEQ 

n> 

NO: 
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SCORE 


% 

IDENTITY 








NO: 5517. 






723 


AF282919 


Mus musculus 


Zfp228 


349 


49 


724 


AB023191 


Homo sapiens 


KIAA0974 protein 


2953 


mo 

i,\JSJ 


725 


AL031778 


Homo sapiens 


dJ34B2U (novel BZRP 
(benzodiazepine receptor (peripheral) 
(MBR,PBR,PBKS,IBP, 
Isoquinoline-binding protein)) LIKE 
protein) 


920 


100 


726 


AL021939 


Homo sapiens 


dJ352A20.2 (aldehyde 
dehydrogenase family protein) 


1764 


100 


727 


AF1 82426 


Rattus 
norvegicus 


arylacetamide deacetylase 


791 


42 


728 


Y08565 


Homo sapiens 


UDP-GalNAc:polypeptide N- 
acetylgalactosaminyltransferase 


3331 




729 


AF155135 


Homo sapiens 


novel retinal pigment epithelial cell 
protein 


1652 


99 


730 


AL078606 


Arabidopsis 
thaliana 


putative protein 


277 




731 


Y73352 


Homo sapiens 


tt'l'KM clone 1732368 protein 
sequence. 


1720 




732 


AF178432 


Homo sapiens 


SH3 protein 


3302 




733 


Y17832 


Human 
endogenous 
retrovirus K 


env protein 


223 


34 


734 


Y28859 


Homo sapiens 


Human mesoderm induction early 
response protein ER1 . 


2067 


98 


735 


U09355 


Oryctolagus 
cuniculus 


protein phosphatase 2A1 B gamma 
subunit 


2352 


99 


736 


Y94922 


Homo sapiens 


Human secreted protein clone pv6_l 
protein sequence SEQ ID NO:50. *~ 


724 


99 


737 


AB027003 


Mus musculus 


protein phosphatase 


378 


84 


738 


AF1 12200 


Homo sapiens 


NADH-oxidoreductase B18 subunit 


739 


100 


739 


AF1 12200 


Homo sapiens 


NADH-oxidoreductase B18 subunit 


613 


88 


740 


AF302154 


Homo sapiens 


SPG protein 


6556 


100 


741 


B25681 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 17 SEQ ID NO:70. 


1410 


99 


742 


L27479 


Homo sapiens 


X123 


1237 


99 


743 


L27479 


Homo sapiens 


X123 


1206 


97 


744 


Y66745 


Homo sapiens 


Membrane-bound protein PROl 186. 


588 


99 


745 


AJ001019 


Homo sapiens • 


ring finger protein 


1292 


99 


746 


X68453 


Sus scrofa 


tubulin-tyrosine Iigase 


1882 


94 


747 


Y57897 


Homo sapiens 


Human transmembrane protein 
HTMPN-21. 


1173 


100 


748 


AF151069 


Homo sapiens 


HSPC235 


1694 


96 


749 


AF1 82404 


Homo sapiens 


mitochondrial uncoupling protein 1 


1674 


100 


750 


AL121993 


Homo sapiens 


dJ776P7.1 (Novel protein) 


2500 


99 


751 


AF149825 


Homo sapiens 


PACSIN3 


2253 


100 


752 


AL008635 


Homo sapiens 


dJ510H16.2 (high-mobility group 
protein 2-like 1) 


3026 


99 


753 


Y57914 


Homo sapiens 


Human transmembrane protein 
HTMPN-38. 


1124 


100 


754 


AF285109 


Homo sapiens 


septin 3 isoform B 


1766 


100 


755 


AF004161 


Oryctolagus 
cuniculus 


peroxisomal Ca-dependent solute 
carrier 


2371 


95 


756 


Z19585 


Homo sapiens 


thrombospondin-4 


4239 


100 


757 


AP001745 


Homo sapiens 


similar to zinc finger 5 protein 


1857 


100 


758 


AF190664 


Mus musculus 


LMBR2 


555 


72 


759 


AF090326 


Mus musculus 


AE-1 binding protein AEBP2 


1540 


97 


760 


AL096677 


Homo sapiens 


dJ322G13.3 (novel protein similar to 


999 


94 | 
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SCORE 


% 

lU£il> 111 Y 








bovine and mouse beta-soluble NSF 
attachment protein (SNAP-beta) ) 






761 


AC003007 


Homo sapiens 


Unknown gene product (partial) 


649 


96 


762 


U66372 


Bos taurus 


ribosomal protein S29 


230 


73 


764 


Y90899 


Homo sapiens 


Dl-like dopamine receptor activity 
modifying protein SBQ ED NO: 1 . 


1152 


100 


765 


U88169 . 


Caenorhabditis 
elegans 


similar to molybdoterin biosynthesis 
MOEB proteins 


1204 


65 


766 


AL1 18506 


Homo sapiens 


dJ591C20.3.1 (novel DnaJ domain 
protein, similar to mouse and bovine 
cysteine string protein) 


1091 


100 


767 


AK024693 


Homo sapiens 


unnamed protein product 


3767 


100 


768 


Z11518 


Homo sapiens 


histidyl-tRNA synthetase 


2582 


100 


769 


X13916 


Homo sapiens 


LDL-receptor related precursor (AA 
-19 to 4525) 3 


25529 


100 


770 


AC009360 


Arabidopsis 
thaliana * 


Contains 3 PF|00400 WD40, G-beta 
repeat domains. 


333 


33 


771 


AB037685 


Mus musculus 


LANP-like protein 


1246 


91 


772 


AL161578 


Arabidopsis 
thaliana 


putative protein 


335 


46 


773 


AL161578 


Arabidopsis 
thaliana 


putative protein 


333 


47 


774 


AY008271 


Homo sapiens 


helicase SMARCAD1 


5264 


99 


775 


Y21591 


Homo sapiens 


Human secreted protein (clone 
CC332-33). 


1127 


96 


776 


W88853 


Homo sapiens 


Polypeptide fragment encoded by 
gene 89. 


752 


100 


777 


W88853 


Homo sapiens 


Polypeptide fragment encoded by 
gene 89. 


752 


100 


778 


W88853 


Homo sapiens 


Polypeptide fragment encoded by 
gene 89. 


752 


100 


779 


AF196481 


Homo sapiens 


RING finger protein; FXY2 


3644 


100 


780 


AL035427 


Homo sapiens 


dJ769N13.1 (KIAA0443 protein.) 


1609 


54 


781 


AB026I87 


Homo sapiens 


protocadherin-Xa 


5244 


100 


782 


B24458 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 22 SEQ ID NO: 83. 


1002 


100 


783 


AB027289 


Homo sapiens 


cyclin-B binding protein 1 


5421 


100 


784 


G02916 


Homo sapiens 


Human secreted protein, SEQ ID 
NO: 6997. 


627 


100 


785 


AJ245822 


Homo sapiens 


type I transmembrane receptor 


4560 


100 


786 


AJ245820 


Homo sapiens 


type I transmembrane receptor 


4624 


100 


787 


Z48042 


Homo sapiens 


GPI-anchored protein pl37 


3340 


99 


788 


AL031782 


Homo sapiens 


dJ708F5.1 (PUTATIVE novel 
Collagen alpha 1 LIKE protein) 


2739 


100 


789 


AJ131245 


Homo sapiens 


Sec24B protein 


6602 


100 


790 


AF1 07203 


Homo sapiens 


ataxin 2-binding protein 


2008 


100 


791 


Y14690 


Homo sapiens 


procollagen alpha 2(V) 


600 


34 


792 


AL031055 


Homo sapiens 


dJ28H20.2 (novel protein) 


1267 


100 


793 


Y36194 


787 


Human secreted protein 


2051 


99 


794 


AB028I27 


Homo sapiens 


mannosyltransferase 


2138 


96 


795 


AC007228 


Homo sapiens 


R31665 2 


2738 


79 


796 


AL049482 


Arabidopsis 
thaliana 


putative protein 


436 


47 


797 


AC004528 


Homo sapiens 


R32184 3 


891 


91 


798 


AB037830 


Homo sapiens 


KIAA 1409 protein 


7532 


100 


799 


X53793 


Homo sapiens 


5* half of the product is homologues 
to Bacillus subtiis SAICAR 
synthetase, 3' half corresponds to the 
catalytic subunit of AIR carboxylase 


2232 


100 
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WATERMAN 
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% 

IDENTITY 


800 


Y99350 


Homo sapiens 


Human PR01378 (UNQ715) amino 
acid sequence SEQ ID NO:33. 


1343 


100 


801 


AB042636 


Homo sapiens 


junctophilin type3 


1225 


47 


802 


AB029324 


Rattus 
norvegicus 


TIP120-family protein TIP120B 


3916 


90 


803 


AB029324 


Rattus 
norvegicus 


TIP120-family protein HP120B 


4961 


90 


804 


AF251040 


Homo sapiens 


putative nuclear protein 


2119 


100 


805 


AB033281 


Homo sapiens 


F-box and WD-repeats protein beta- 
TRCP2 isoform C 


2879 


100 


806 


U87305 


Rattus 
norvegicus 


transmembrane receptor UNC5H1 


3257 


90 


807 


AF118889 


Rattus 
norvegicus 


b-tomosyn isoform 


3155 


97 


808 


AF226993 


Rattus 
norvegicus 


selective LIM binding factor 


8793 


95 


809 


W19919 


Homo sapiens 


Human Ksr-1 (kinase suppressor of 
Ras). 


3939 


99 


810 


AL031782 


Homo sapiens 


dJ708F5.1 (PUTATIVE novel 
Collagen alpha 1 LIKE protein) 


1546 


100 


811 


AC002542 


Homo sapiens 


similar to C. elegans F11A10.5; 80% 
similarity to Z68297 (PIDrgl 130619) 


2294 


100 


812 


U83246 


Homo sapiens 


copine I 


606 


52 


813 


AF242552 


Gallus gallus 


retinovin 


945 


34 


814 


X52332 


Homo sapiens 


zinc finger protein 10 


1651 


93 


815 


X52332 


Homo sapiens 


zinc finger protein 10 


2423 


99 


816 


Y09631 


Homo sapiens 


PIBF1 protein 


2935 


99 


817 


X71997 


Rattus 
norvegicus 


myosin I 


3883 


98 


818 


AY004877 


Mus musculus 


cytoplasmic dynein heavy chain ' 


11105 


98 


819 


Y27196 


Homo sapiens 


Human cyclic nucleotide 
phosphodiester PDE8B(E) amino 
acid sequence. 


3790 


100 


820 


AF081947 


Mus musculus 


tektin 


1134 


81 


821 


AL035106 


Homo sapiens 


dJ998Cll.l (continues in 
Em:AL445192 as bA269H4.1) 


871 


100 


822 


AF022795 


Homo sapiens 


TGF beta receptor associated protein- 
1 


385 


24 


823 


AF015770 


Mus musculus 


radical fringe 


1422 


82 


824 


U82695 


Homo sapiens 


expressed-Xq28STS protein 


1444 


99 


825 


X77371 


Mesocricetus 
auratus 


COR1 


641 


78 


826 


AB014576 


Homo sapiens 


KIAA0676 protein 


296 


79 


827 


AL049733 


Homo sapiens 


dJ875H3.1 (APK1 antigen) 


1584 


72 


828 


AF222980 


Homo sapiens 


disrupted in Schizophrenia 1 protein 


4418 


100 


829 


Z31560 


Homo sapiens 


sox-2 


1683 


100 


830 


AF295773 


Homo sapiens 


ral guanine nucleotide dissociation 
stimulator 


4717 


99 


831 


AB041926 


Homo sapiens 


GCK family kinase 3VHNK-2 


6866 


100 


832 


L04948 


Saccharomyce 
s cerevisiae 


mitochondrial transporter protein 


338 . 


35 


833 


AJ007012 


Mus musculus 


Fish protein 


704 


94 


834 


Z34289 


Homo sapiens 


nucleolar phosphoprotein pi 30 


3455 


99 


835 


U10991 


Homo sapiens 


G2 


8436 


98 


836 


AF230877 


Homo sapiens 


MIP-T3 


2945 


99 


837 


X58288 


Homo sapiens 


protein-tyrosine phosphatase 


7734 


99 


838 


X56958 


Homo sapiens 


ankyrin (brank-2) 


9631 


100 


839 


AC024791 


Caenorhabditis 
elegans 


contains similarity to beta-lactamases 


370 


24 
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% 

IDENTITY 


840 


D83197 


Homo sapiens 


ankyrin repeat protein 


802 


99 


841 


AF053711 


Serums 
canaria 


neurofilament medium subunit 


192 


31 


842 


AF283772 


Homo sapiens 


similar to Homo sapiens ribosomal 
protein L10 encoded by GenBank 
Accession Number L25899 


990 


96 


843 


U76343 


Homo sapiens 


GABA transport protein 


2992 


98 


844 


Y13645 


Homo sapiens 


uroplakin Q 


897 


100 


845 


D21064 


Homo sapiens 


similar to rat general mitochondrial 
matrix processing protease mRNA 
(RATMPP). 


2710 


99 


846 


AF192522 


Homo sapiens 


Niemann-Pick C3 protein; NPC3 


7047 


100 


847 


AF192522 


Homo sapiens 


Niemann-Pick C3 protein; NPC3 


5472 


100 


848 


X60489 


Homo sapiens 


elongation factor- 1-beta 


1162 


100 


849 


AC007204 


Homo sapiens 


BC273239 1 


2277 


67 


850 


AC003682 


Homo sapiens 


R28830 1 


2401 


100 


851 


AL121583 


Homo sapiens 


bA358N2.1 (novel protein) 


353 


61 


852 


Z48475 


Homo sapiens 


glucokinase regulator 


3155 


99 


853 


Z83844 


Homo sapiens 


dJ37E16.2 (SH3 -domain binding 
protein 1) 


1884 


98 


854 


AF233323 


Homo sapiens 


Fas-associated phosphatase- 1 


390 


36 


855 


AF062741 


Rattus 
norvegicus 


pyruvate dehydrogenase phosphatase 
isoenzyme 2 


447 


80 


856 


Y11411 


Homo sapiens 


pristanoyl-CoA oxidase 


3595 


98 


857 


M97188 


Strongylocentr 
otus 

purpuratus 


tektin Al 


290 


46 












858 


AB001105 


Homo sapiens 


hippocaicin-like protein 4 


995 


100 


859 


AF164791 


Homo sapiens 


putative 3 8.3kDa protein 


1795 


100 


860 


AF298117 


Homo sapiens 


homeobox protein OTX2 


1477 


93 


861 


AF015264 


Rattus 
norvegicus 


golgi peripheral membrane protein 
p65 


1820 


81 


862 


X16901 


Homo sapiens 


30kb subunit of RAB30 /74 


1284 


100 


863 


M12140 


Homo sapiens 


envelope protein 


202 


81 


864 


AF161459 


Homo sapiens 


HSPC109 


815 


98 


865 


AL109983 


Homo sapiens 


dJ718Pl 1.L1 (novel class II 
aminotransferase similar to serine 
palmotyltransferase (isoform 1)) 


444 


100 


866 


M77183 


Rattus 
norvegicus 


alpha- 1 -macroglobulin 


227 


45 


867 


AF272663 


Homo sapiens 


gephyrin 


3785 


100 


868 


X75285 


Mus mus cuius 


fibulin-2 


3258 


87 


869 


X82494 


Homo sapiens 


fibulin-2 


3407 


99 


870 


AJ297743 


Mus musculus 


torsinB protein 


169 


43 


871 


AJ278313 


Homo sapiens 


phospholipase C-beta-la 


6258 


99 


872 


AF073344 


Homo sapiens 


ubiquitin-specific protease 3 


256 


43 


873 


Y91955 


Homo sapiens 


Human cytoskeleton associated 
protein 10 (CYSKP-10). 


535 


100 


874 


AJ000414 


Homo sapiens 


Cdc42-interacting protein 4 


1136 


53 


875 


AF265555 


Homo sapiens 


ubiquitin-conjugating BIR-domain 
enzyme APOLLON 


627 


100 


876 


Y48586 


Homo sapiens 


Human breast tumour-associated 
protein 47. 


2537 


98 


877 


AF182198 


Homo sapiens 


intersectin 2 long isoform 


8764 


99 


878 


L17308 


Gossypium 
hirsutum 


proline-rich cell wall protein 


192 


35 


879 


AF177169 


Homo sapiens 


tropomodulin 2 


1769 


100 


880 


W03627 


Homo sapiens 


Human follicle stimulating hormone 
GPRN-tenninal sequence. 


210 


23 
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SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPVC1VR 


l/xLroCivLr 1 IKJiS 


ami l a- 
WATERMAN 
SCORE 


% 

IDENTITY 


881 


AL021068 


Homo sapiens 


dJ206D15.3 


2615 


99 


882 


AC005498 


Homo sapiens 


R31665 2 


318 


82 


883 


AF165518 


Homo sapiens 


MAGOH isoform 


182 


94 


884 


D2I211 


Homo sapiens 


protein tyrosine phosphatase (PTP- 
BAS, type 3) 


368 


43 


885 


U13045 


Homo sapiens 


nuclear respiratory factor-2 subunit 
betal 


869 


62 


886 


X52836 


Homo sapiens 


tryptophan hydroxylase (AA 1 - 444) 


2320 


98 


887 


X51466 


Homo sapiens 


elongation factor 2 


4460 • 


100 


888 


AB039903 


Homo sapiens 


interferon-responsive fmger protein 1 
long form 


1096 


98 


889 


X51760 


Homo sapiens 


zinc finger protein (583 AA) 


3130 


100 


890 


AJ243396 


Homo sapiens 


voltage-gated sodium channel beta-3 
subunit 


1024 


100 


891 


W67928 


Homo sapiens 


Fragment of human secreted protein 
encoded by gene 4. 


391 


100 


892 


AB020598 


Homo sapiens 


peptide transporter 3 


3017 


100 


893 


Y66648 


Homo sapiens 


Membrane-bound protein PROl 120. 


4722 


99 


894 


Y66648 


Homo sapiens 


Membrane-bound protein PROl 120. 


3606 


96 


895 


A29218 cd 
1 


Homo sapiens 


19-NOV-1998 DNA encoding G- 
protein coupled 7 TM receptor with 
AXOR15 activity. 


2178 


100 


896 


AJ000332 


Homo sapiens 


Glucosidase II 


5063 


99 


897 


X98259 


Homo sapiens 


M-phase phosphoprotein 8 


1085 


100 


898 


X57110 


Homo sapiens 


c-cbl protein 


4849 


99 


899 


X63652 


Homo sapiens 


inter-alpha-trypsin inhibitor heavy 
chain ITIH1 


3376 


98 


900 


X85134 


Homo sapiens 


RB protein binding protein 


2816 


99 


901 


LI 1672 


Homo sapiens 


zinc finger protein 


2047 


58 


902 


Y85565 


Homo sapiens 


Human homologue of UNC-53 (Hs- 
UNC-53/2) sequence. 


369 


83 


903 


X54871 


Homo sapiens 


ras related protein Rab5b 


1094 


100 


904 


Z98265 


Homo sapiens 


plakophilin 3 


4065 


100 


905 


AL035295 


Homo sapiens 


hypothetical protein 


959 


99 


906 


AF051782 


Homo sapiens 


diaphanous 1 


801 


35 


907 


AF208536 


Homo sapiens 


nucleotide binding protein; NBP 


1372 


100 


908 


U79240 


Homo sapiens 


serine/threonine protein kinase 


2365 


98 


909 


U79240 


Homo sapiens 


serine/threonine protein kinase 


2386 


99 


910 


AJ132545 


Homo sapiens 


protein kinase 


2921 


100 


911 


AJ132545 


Homo sapiens 


protein kinase 


1637 


99 


912 


AL121733 


Homo sapiens 


hypothetical protein 


1344 


99 


913 


Y67579 


Homo sapiens 


Human death inducer-obliterator 1 
(DIO-1) polypeptide. 


1586 


100 


914 


X87342 


Homo sapiens 


Human giant larvae homologue 


5317 


99 


915 


X87342 


Homo sapiens 


Human giant larvae homologue 


3495 


96 


916 


M94362 


Homo sapiens 


lamin B2 


2357 


93 


917 


AJ011654 


Homo sapiens 


triple LIM domain protein 


3432 


100 


918 


AJ131899 


Rattus 
norvegicus 


proline rich synapse associated 
protein 1 


5776 


88 


919 


AF054986 


Homo sapiens 


putative transmembrane GTPase 


1816 


100 


920 


U95822 


Homo sapiens 


putative transmembrane GTPase 


1237 


100 


921 


Y11588 


Homo sapiens 


apoptosis specific protein 


1492 


100 


922 


X84195 


Homo sapiens 


acylphosphatase 


510 


100 


923 


U72882 


Homo sapiens 


interferon-induced leucine zipper 
protein 


1409 


99 


924 


AE000660 


Homo sapiens 


hADV36Sl 


573 


100 


925 


AF126245 


Homo sapiens 


acyl-Coenzyme A dehydrogenase-8 
precursor 


2162 


100 
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SEQ 

m 

NO: 


ACCESSION 
NUMBER 


SPECIES 




onll 1 U- 

WATERMAN 
SCORE 


% 

IDENTITY 

ipij till I 


926 


AE001968 


Deinococcus 
radiodurans 


hypothetical protein 


147 


27 


927 


W81576 


Homo sapiens 


EBV-induced G-protein coupled 
receptor (EBI-2) polypeptide. 


1778 


100 


928 


U01317 


Homo sapiens 


beta-globin 


687 


94 


929 


X98333 


Homo sapiens 


organic cation transporter 


2933 


100 


930 


Y91444 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 42 SEQ ID 
NO:165. 


1401 


100 


931 


Y91644 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 43 SEQ ID 
NO:317. 


1243 


100 


932 


D90279. 


Homo sapiens 


collagen alpha 1(V) chain precursor 


569 


39 


933 


Z31560 


Homo sapiens 


sox-2 


1587 


96 


934 


AF147790 


.Homo sapiens 


transmembrane mucin 12 


3047 


99 


935 


285996 


Homo sapiens 


match: multiple proteins; match: 
Q08151 P28185 Q01111 Q43554; 
match: Q08150 Q40195 P20340 
Q39222; match: Q40368P36412 
•P40393 Q40723; match: CE01798 
Q38923 Q40191 Q41022; match: 
Q39433 Q40177 Q40218 Q08146; 
match: P10949 PI 1023 Q16948 
Q20337; match: Q25389 P25228 
P20336 P05713; match: P35276 
Q08I47 P17609 P22128; match: 
Q15771 P36410 P35291; GTP- 
binding 


726 


94 


936 


AB041533 


Homo sapiens 


sperm antigen 


1054 


38 


937 


X91906 


Homo sapiens 


voltage-gated chloride ion channel 


3914 


100 


938 


AB032481 


Homo sapiens 


homeobox transcription factor 


1744 


100 


939 


AF111106 


Homo sapiens 


protein serine/threonine phosphatase 
4 regulatory subunit 1 


4682 


99 


940 


Y17999 


Homo sapiens 


DyrklB protein kinase 


3331 


99 


941 


AF305872 


Homo sapiens 


myroglobuiin 


455 


92 


942 


AF263462 


Homo sapiens 


cingulin 


5939 


99 


943 


AK024442 


Homo sapiens 


FU00032 protein 


1616 


61 


944 


Y35911 


Homo sapiens 


Extended human secreted protein 
sequence, SEQ ID NO. 160. 


262 


35 


945 


AB015320 


Homo sapiens 


sigmalB subunit of AP-1 clathrin 
adaptor complex 


599 


71 


946 


Z82287 


Caenorhabditis 
elegans 


ZK550.2 


229 


35 


947 


D84223 


Homo sapiens 


leucyl tRNA synthetase 


6207 


99 


948 


U49057 


Rattus 
norvegicus 


rA9 


3846 


62 


949 


AK000568 


Homo sapiens 


unnamed protein product 


1659 


100 


950 


AL021578 


Homo sapiens 


dJ453C12.6.1 (uncharacterized 
hypothalamus protein (isoform I)) 


257 


42 


951 


AB032435 


Homo sapiens 


differentiation-associated Na- 
dependent inorganic phosphate 
cotransporter 


3063 


99 


952 


AF1 10532 


Homo sapiens 


uncoupling protein UCP-4 


1561 


100 


953 


X83587 


Mus museums 


1A13 protein 


1420 


59 


954 


AL031665 


Homo sapiens 


dJ545L17.5.1 (novel protein) 


386 


53 


955 


Y87600 


Homo sapiens 


Human fatty acid synthase-like 
protein (HFASLP). 


2377 


100 


956 


Y99421 


Homo sapiens 


Human PR01433 (UNQ738) amino 
acid sequence SEQ ID NO:292. 


522 


55 
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SEQ 
JD 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


957 


U68535 


Mus musculus 


aldo-keto reductase 


451 


73 


958 


AC007067 


Arabidopsis 
thaliana 


Tl 0024.10 


1594 


57 


959 


U72194 


Mus musculus 


muskelin 


3947 


99 


960 


AE003661 


Drosophila 
melanogaster 


CG15168 gene product 


277 


54 


961 


X80332 


Mus musculus 


rab20 


983 


82 


962 


Y67315 


Homo sapiens 


Human secreted protein BL89_13 
amino acid sequence. 


3916 


99 


963 


Y67315 


Homo sapiens 


Human secreted protein BL89_13 
amino acid sequence. 


3916 


99 


964 


L32602 


Rattus 
norvegicus 


homeodomain 159..341 


1821 


96 


965 


Z97832 


Homo sapiens 


dJ329A5.3 (KIAA06460 protein) 


3581 


99 


966 


W88995 


Homo sapiens 


Polypeptide fragment encoded by 
gene 146. 


176 


39 


967 


U12465 


Homo sapiens 


ribosomal protein L35 


604 


100 


968 


AF151803 


Homo sapiens 


CGI-45 protein 


1101 


78 


969 


W74865 


Homo sapiens 


Human secreted protein encoded by 
gene 137 clone HMWIF35. 


1348 


98 


970 


L21936 


Homo sapiens 


succinate dehydrogenase flavoprotein 
subunit 


703 


100 


971 


AJ133521 


Drosophila 
buzzatii 


protease, reverse transcriptase, 
ribonuclease H, integrase 


194 


23 


972 


AC006017 


Homo sapiens 


N-acetylgalactosaminyltransferase; 
similar to Q10473 (PE):gl 709559) 


3271 


100 


973 


Z81317 


Schizosacchar 
omyces pombe 


DNA2-NAM7 helicase family 
protein 


685 


31 


974 


Ml 7885 


Homo sapiens 


acidic ribosomal phosphoprotein (P0) 


792 


100 


975 


U22829 


Mus musculus 


P2Y purinoceptor 


399 


40 


976 


AL1 32772 


Homo sapiens 


dJ1013A22.1 (hepatic nuclear factor 
4, alpha) 


2466 


99 


977 


AC003973 


Homo sapiens 


ZNF91L 


1550 


43 


978 


J04031 


Homo sapiens 


MDMCSF (EC 1.5.1.5; EC 3.5.4.9; 
EC 6.3.4.3) 


2824 


63 


979 


AF136715 


Homo sapiens 


taxol resistant associated protein 


217 


76 


980 


AF136715 


Homo sapiens 


taxol resistant associated protem 


306 


95 


981 


Z92822 


Caenorhabditis 
elegans 


ZK520.1 


1109 


44 


982 


AJ295149 


Homo sapiens 


putative dipeptidase 


1564 


99 


983 


AL021331 


Homo sapiens 


dJ366N23.3 (KIAA0173 and 
Tubulin-Tyrosine Ligase LIKE) 


1492 


100 


984 


AL161501 


Arabidopsis 
thaliana 


putative adenosine deaminase 


370 


38 



TABLE 3 



SEQ 
ID 
NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 


2 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 4.259e-14 97-120 


3 


BL00298 


Heat shock hsp90 proteins family 
proteins. 


BL00298A 10.97 1.000e-40 74- 
119 BL00298E 27.30 1.000e-40 
321-376 BL00298F 1121 l.OOOe- 
40 409-464 BL00298H 20.50 
1.000e-40 553-607 BL00298C 
16.40 2.286e-40 186-230 
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SEO 

n> 

NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 








BL00298B 15.64 1.290e-39 134- 
181 BL00298G 24.57 5.345e-39 
465-520 BL002981 30.07 7.818e- 
34 661-715 BL00298D 17.97 
6.226e-33 242-282 


4 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237A 11.48 4.316e-13 57-82 


5 


PD02454 


llll PROTEIN ALU SUBFAMILY 
WARNING ENTRY NUCLEAR 
PHOSPHO. 


PD02454B 11.61 4.309e-17 75- 
103 


6 


DM00864 


EGF-LIKE DOMAIN. 


DM00864A 15.21 7.429e-09 98- 
119 


7 


PR00237 

A AW V ftmf 9 


RHODOPSEN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237A 11 48 1 750e-ll 29-54 
PR00237D 8.94 7.000e-09 138- 
160 PR00237B 13.50 8.250e-09 
61-83 


9 


PF00855 


PWWP domain oroteins 


PF00855 13.75 5.667e-l 5 272-289 


10 


BL00139 


Eukaryotic thiol (cysteine) proteases 
cysteine proteins. 


BL00139D 9.24 4.400e-ll 391- 
408 BL00139A 10.29 7.51 le-09 
67-77 






V/Xi^ uuuicuii ^/iuiviixa. 


BL01113B 18 26 9 294e- 19 689- 
725 BL01113C13.184.857e-ll 
757-777 BL01113D7 47 2 161e- 

9 *f € i t 9 A^ MV AAA <ml A^ / / A« a 1 W A v 

10 790-800 


13 


BL01113 


C\a domain tiroteins 


BL01113B 18.26 3.813e- 14 599- 
635 BL01113C 13.18 4.857e-ll 
667-687 BL01 1 13D 7.47 2.161e- 
10 700-710 


14 


BL00594 


Aromatic amino acids permeases 
proteins. 


BL00594A 16.75 6.531e-10 50-94 


15 


BL01047 


Heavy-metal-associated domain proteins. 


BL01047B 19.73 4.913e-13 707- 
728 


16 


PR00625 


DNAJ PROTEIN FAMILY 
SIGNATURE 


PR00625A 12.84 7.462e-18310- 
330 PR00625B 13.48 3.939e-15 
340-361 


18 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 3.700e-09 144- 
162 


20 


PR00741 


GLYCOSYL HYDROLASE FAMILY 
29 SIGNATURE 


PR00741D 16.11 9.082e-21 175- 
195 PR00741F 14.66 9.262e-21 
243-265 PR00741B 14 23 1 947e- 
18 128-145 PR00741G 9.29 
2.180e-17 318-340 PR00741C 
9.16 7.328e-17 147-166 
PR00741H 10.32 2.141e-13 351- 
374 PR00741A9.24 3.596e-13 
89-105 PR00741E 13.39 3.535e- 
12 215-232 


22 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 3.647e-20 117- 
148 BL00107B 13.31 1.000e-16 
182-198 


23 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 1.600e-23 126- 
157 


24 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 1.600e-23 126- 
157 


27 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.324e-16 91- 
139 


28 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 3.250e-10 681-694 
BL00018 7.41 6.400e-10 717-730 


29 


BL00018 


EF-hand calcium-binding domain 


BL00018 7.41 3.250e-10 681-694 
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SEQ 
ID 
NO: 


ACCESSION 
NO, 


DESCRIPTION 


RESULTS* 






proteins. 


BL00018 7.41 6.400e-10 717-730 


30 


.BL01113 


Ciq domain proteins. 


BL01 1 13A 17.99 9.308e-09 54-81 


33 


PD01168 


SYNTHETASE LIGASE PROTEIN 
ALANYL. 


PD01168L 9.47 1.667e-09401- 
416 


34 


PD01168 


SYNTHETASE LIGASE PROTEIN 
ALANYL. 


PD01 168L 9.47 1.667e-09 41 1- 
426 


36 


PR00426 


C5A-ANAPHYLATOXIN RECEPTOR 
SIGNATURE 


PR00426D 10.59 3.618e-12 110- 
122 


37 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 2.049e-10 1080- 
1135 


38 


BL00350 


MADS-box domain proteins. 


BL00350 20.79 1.000e-40 1-55 


40 


BL00123 


Alkaline phosphatase proteins. 


BL00123B 19.31 1.000e-40 90- 
133 BL00123C 24 61 1 000e-40 
145-195 BL00123E 22.25 l.OOOe- 
40 304-358 BL00123G 26.01 
1.000e-40 438-488 BL00123F 
19.03 8.714e-35 364-399 
BL00123A 10.80 9.000e-24 52-77 
BL00123D 12.73 l.OOOe-17216- 
229 


44 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 2.800e-14346-359 
PD00066 13 92 4 600e-14 486-499 
PD00066 13.92 1.000e-13 374-387 
PDOO066 13.92 6.000e-13 458-471 
PD00066 13.92 2.714e-12 234-247 
PD00066 13.92 3.143e-12 430-443 
PD00066 13.92 8.7 14e- 12 514-527 
PD00066 13.92 3.739e-l 1 402-415 
PD00066 13.92 2.038e-10 318-331 


45 


DM00973 


3 kw RESISTANCE BENOMYL 
YLL028W CYCLOHEXIMIDE. 


DM00973A 21.17 2.946e-10 180- 
217 


47 


BL00649 


G-protein coupled receptors family 2 
proteins. 


BL00649C 17.82 1.682e-10475- 
501 BL00649B 20.68 7.387e-09 
417-463 


50 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-16 445-458 
PD00066 13.92 5.846e-15 305-318 
PD00066 13.92 1. OOOe- 14 221-234 
PD00066 13.92 1, OOOe- 14 417-430 
PD00066 13.92 2.8006-14 249-262 
PD00066 13.92 2.800e-14 277-290 
PD00066 13.92 8.800e-14 333-346 
PD00066 13.92 9.400e-14 361-374 
PD00066 13.92 4.000e-13 389-402 
PD00066 13.92 6.571e-12 473-486 


51 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 1.000e-40417- 
464 BL00226B 23.863.348e-35 
251-299 BL00226C 13.23 1.429e- 
24 316-347 BL00226A 12.77 
1.857e-15 151-166 


52 


PR00217 


43 KD POSTSYNAPTIC PROTEIN 
SIGNATURE 


PR00217C 10.91 5.648e-09 133- 
149' 


53 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 1.000e-40 143- 
191 BL00232A 27.72 2.350e-28 
49-82 BL00232B 32.79 7.052e-21 
252-300 BL00232C 10.65 6.625e- 
20 250-268 BL00232B 32.79 
1. 3 14e-1 1367-415 BL00232C 
10.65 9.308e-10 470-488 


54 


BL00303 


S-100/ICaBP type calcium binding 


BL00303B 26.15 8.759e-23 125- 
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SEQ 
ID 
NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 






protein. 


162 BL00303A 21.77 1.000e-21 
82-119 


58 


PR00378 


INOSITOL PHOSPHATASE 
SIGNATURE 


PR00378D 16.86 1.000e-15 242- 
261 PR00378B 13.80 9250e-13 
109-129 


59 


PR00425 


BRADYKININ RECEPTOR 
SIGNATURE 


PR00425C 13.23 9.040e-12 120- 
140 


60 


BL00280 


Pancreatic trypsin inhibitor (Kunitz) 
family proteins. 


BL00280 24.61 6.727e-3 8 238-282 
BL00280 24.61 1 .5 14e-3 0294-338 


65 


BL01019 


ADP-ribosylation factors family proteins. 


BL01019A 1320 1.222e-ll 43-83 


68 


PR00237 


RHODOPSIN-UKE GPCR 
SUPERFAMTLY SIGNATtTRF 

Owl JL/J.YJL " 1 v 1 1 1 ' X kJJLvJl^l^x L VJXVJ— < 


PR00237E 13.03 5.091e-13 188- 

919 Pl?nn937fY 10 (ft 7 9ft7ft-1^ 

268-295 PR00237A 11.48 4375e- 
1 1 94-40 PR00937P 1 5 60 

3.057e-10 101-124 PR00237D 
8 94 4 750e-10 137-150 
PR00237F 13.57 5.364e-10230- 
255 PR00237B 13.50 9 438e-10 
57-79 


70 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7.938e-28 31-70 


71 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 
PROTEASE (S16) SIGNATURE 


PR00830A8.41 8.759e-12 348- 
368 


72 


BL00120 


Lipases serine Twoteins 


BT 00190R 1 1 37 9 149f»-10 14R- 
163 


77 


PR00753 


1 - AMINOCYCLOPROPANE- 1 - 
CARBOXYLATE SYNTHASE 
SIGNATURE 


PR00753F 8 01 3 559e-1 1 101- 
216 PR00753D 6.85 2.778e-09 
131-153 


78 


PR00506 


D21 CLASS N6 ADENINE-SPECIFIC 
DNA METHYLTRANSFERASE 
SIGNATURE 


PR00506C 19.40 8.017e-09 96- 
119 


82 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18 39 3 571e-16 436- 
467 


84 


BL00675 


Sigma-54 interaction domain proteins 
ATP-binding region A proteins. 


BL00675A 24.86 8.800e-10256- 
300 


85 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 2.286e-30 117-160 


87 


BL00250 


TGF-Heta fiamilv nroteiTii 

1\J* "UvU* LCU LI LI J £JX UvVU-liJ. 


BT 0A9S0A 91 94 6 7Rfif»-^fi 964- 
300 BL00250B 27 37 1 450e-26 
328-364 


91 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 9250e-17 10-35 
BL00215A 15.82 6.000e-16221- 
246 BL00215A 15.82 7.857e-12 
108-133 BL00215B 10.44 9.526e- 
11 168-181 


92 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.526e-24 324-367 


95 


PR00094 


ADENYLATE KINASE SIGNATURE 


PR00094C 12.94 1.000e-08 119- 
136 


96 


PD02327 


GLYCOPROTEIN ANTIGEN 
PRECURSOR IMMUNOGLO. 


PD02327B 19,842.091e-09 143- 
165 


97 


BL00752 


XPA protein. 


BL00752B 19.17 7.3 09e-09 28-72 


98 


PR00876 


NEMATODE METALLOTHIONEIN 
SIGNATURE 


PR00876B 7.66 2.268e-10 135- 
149 


99 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 1227 9.824e-12 122- 
141 


100 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 7,429e-31 118-161 


101 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.870e-12 370-387 
BL00028 16.07 6.885e-ll 398-415 
BL00028 16.07 8.269e-ll 342-359 
BL00028 16.07 4.300e-10 229-246 
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BL00028 16.07 6. lOOe- 10 258-275 


102 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 7.750e-14 665- 
679 PR00048A 10.52 8.500e-14 
581-595 PR00048A 10.52 9.250e- 
14 637-651 PR00048A 10.52 
2.059e-12 609-623 PR00048A 
10.52 2.588e- 12 469-483 
PR00048A 10.52 7.353e-12 553- 
567 PR00048A 10.52 2.895e-ll 
525-539 PR00048A 10.52 4.31 6e- 
11441-455 PR00048A 10.52 
5.263e-l 1413-427 PR00048B 
6.02 2. 125e- 10 569-579 
PR00048B 6.02 4.938e-10 513- 
523 PR00048A 10.52 5.696e-10 
497-51 1 PR00048B 6.02 8.875e- 
10 429-439 PR00048B 6.02 
L000e-09 457-467 PR00048B 
6.02 6.684e-09 485-495 


103 


PR00195 


DYNAMIN SIGNATURE 


PR00195A 11.94 5364e-22 31-50 
PR00195B 9.47 1.783e-21 56-74 
PR00195C11.503.455e-21 126- 
144 PR00195D 11.76 8.714e-21 
175-194 PR00195F 16.20 8.500e- 
20 217-237 PR00195E9.82 
8.650e-20 194-211 


104 


BL01113 


Clq domain proteins. 


BL01113A 17.99 1.865e-09 121- 
148 BL01113A17.99 5.846e-09 
82-109 


105 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 6.400e-l 1 70-99 
BL00420A 20.42 8.525e-10 73- 
102 BL00420A 20.42 5.708e-09 
85-114 


108 


PR00860 


VERTEBRATE METALLOTfflONEIN 
SIGNATURE 


PR00860B 7.04 2.929e-20 27-41 
PR00860A 5.46 5.500e-16 5-18 
PR00860C9.61 1.474e-14 41-51 


112 


BL01031 


Heat shock hsp20 proteins family profile. 


BL01031C 17.68 6.400e-10 122- 
147 


114 


DM01840 


kw SPAC24B1 1.09 R07E5.13. 


DM01840B 22.04 2.688e-40 59- 
103 DM01840A 10.95 9.571e-13 
31-43 


115 


BL01126 


Elongation factor Ts proteins. 


BL01 126A 1 8.48 2.3 17e-30 46-89 
BL01126B 13.15 7.387e-19 116- 
135 BL01126C9.20 9.735e-ll 
190-203 


116 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 4.375e-21 35-85 


118 


BL00437 


Catatase proximal heme-ligand proteins. 


BL00437A 18.82 1.000e-4049- 
101 BL00437B 16.28 1.000e-40 
1 14-168 BL00437C 21 .86 1 .000e- 
40 190-239 BL00437D 25.72 
1 .000e-40 248-301 BL00437E 
23.95 1.000e-40 327-379 


119 


BL00140 


Ubiquitin carboxyl-terminal hydrolase 
family 1 cysteine activ. 


BL00140D 22.64 8.274e- 14 164- 
208 BL00140C 11.80 5.444e-10 
77-102 


120 


BL00224 


Ckthrin light chain proteins. 


BL00224B 16.94 6.712e-10 95- 
148 


122 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 1.000e-40 16-62 


123 


PR00041 


CAMP RESPONSE ELEMENT 


PR00041D7.95 2.906e-09 24-41 
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BINDING (CREB) PROTEIN 
SIGNATURE 




124 


PR00041 


CAMP RESPONSE ELEMENT 
BINDING (CREB) PROTEIN 
SIGNATURE 


PR00041D 7.95 2.906e-09 24-41 


125 


BL00061 


Short-chain dehydrogenases/reductases 
family proteins. 


BL00061C 7.86 3250e-10 212- 
222 


126 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 6.400e-25 251-290 


127 


PR00318 


ALPHA G-PROTEIN (TRANSDUCIN) 
SIGNATURE 


PR00318D 1628 1.900e-34219.- 
248 PR00318B 14.793.455e-27 
168-191 PR00318C 12.09 7.000e- 
23 197-215 PR00318A7.84 
L600e-19 35-51 PR00318E7.23 
2.500e-12 265-275 


128 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927E 14.93 9.743e-10 67-89 
PR00927B 14.66 4.575e-09 69-91 


130 


BL00824 


Elongation factor 1 beta/beta'/delta chain 
proteins. 


BL00824B 92.1 7.750e-22 133- 
153 


131 


BL00824 


Elongation factor 1 beta/beta'/delta chain 
proteins. 


BL00824C 14.58 1.000e-40 166- 
204 BL00824D 14.04 1.621e-38 
204-239 BL00824B 9.21 7.750e- 
22 133-153 BL00824E 12.49 
1.000e-19 247-263 


132 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B4.88 9-222e-13 1209- 
1228 


133 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 9.222e-13 1168- 
1187 


134 


PR00708 


ALPHA- 1 -ACID GLYCOPROTEIN 
SIGNATURE 


PR00708D 14.67 L000e-27 141- 
168 PR00708C 11.77 1.643e-25 
98-120 PR00708B 15.15 2.174e- 
24 73-95 PR00708E 13.33 
1.600e-21 189-207 PR00708A 
14.40 2.636e-21 51-70 


135 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 8.468e-13 126- 
145 


136 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 3.250e-10201- 
217 


137 


BL00471 


Small cytokines (intercrine/chemokine) 
C-x-C subfamily signat 


BL00471 23.92 7.480&-10 42-90 


140 


PR00205 


CADHERIN SIGNATURE 


PR00205B 1 1.39 5.582e-10 328- 
346 PR00205B 11.39 9.01 8e-10 
543-561 


141 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 7.704e-09 976- 
1027 


143 


PR00979 


TAFAZZIN SIGNATURE 


PR00979E 10.83 5.950e-26 192- 
214 PR00979A 11.91 8.773e-25 
63-83 PR00979C 12.16 6.400e-19 
108-124 PR00979D 12.38 7.955e- 
19170-185 PR00979F 10.14 
3.382e-15 230-244 PR00979B 
15.59 5.636e-15 94-106 


145 


DM00686 


kw REPLICATION REP 28K 17.7K. 


DM00686C 14.14 7.720e-09 111- 
131 


146 


PR00604 


CLASS IA AND IB CYTOCHROME C 
SIGNATURE 


PR00604D 15.86 1.000e-17 87- 
104 PR00604B 12.73 9.591 e- 1 6 
57-73 PR00604C 1021 8.200e-12 
73-84 PR00604E 10.13 1.000e-ll 
106-117 PR00604A 11.13 8.800e- 
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1144-52 PR00604F 8.60 l.OOOe- 
10 123-132 


147 


BL00107 


Protein kinases ATf- binding region 
proteins. 


BL00107A 18.39 3.864e-15266- 
297 BL00107B 13.31 6.143e-ll 
335-351 


148 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 8.448e-09 67-81 


149 


PR00069 


ALDO-KETO REDUCTASE 
SIGNATURE 


PR00069D 19.36 1.857e-30 187- 
217 PR00069A 16.01 7.429e-25 
41-66 PR00069E18.143.100e-22 
235-260 PR00069C 16.03 7.000e- 
20 151-169 PR00069B 11.33 
8.071e-19 101-120 


150 


BL00027 


Homeobox 1 domain proteins. 


BL00027 26.43 2.688e-27 139-182 


151 


PD02906 


SYNTHASE I PSEUDOURIDYLATE 
PSEUDOURIDINE LYASE TR 


PD02906C 24.17 7.070e-22 165- 
200 PD02906B 15.35 8.393e-15 
114-127 PD02906A10.846.500e- 
09 71-84 


153 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479A 19.86 5.091e-12 891- 
914 BL00479B 12.57 1.837e-ll 
915-931 


158 


BL00027 


Homeobox 1 domain proteins. 


BL00027 26.43 6.786e-31 143-186 


160 


BL00422 


Granins proteins. 


BL00422C 16.18 7.750e-12 420- 
448 


162 


PR00625 


DNAJ PROTEIN FAMILY 
SIGNATURE 


PR00625A 12.84 9.297e-ll 62-82 


164 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 6.182e-10 347- 
386 


166 


PR00860 


VERTEBRATE METALLOTHIONEIN 
SIGNATURE 


PR00860B 7.04 2.929e-20 83-97 
PR00860A 5.46 1.000e-18 61-74 
PR00860C 9.61 1.900e-15 97-107 


167 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 7.052e-09 196- 
218 


169 


BL00514 


Fibrinogen beta and gamma chains C~ 
terminal domain proteins. 


BL00514C 17.41 1.346e-39 316- 
353 BL00514G 15.98 2241e-34 
471-501 BL00514H 14 95 6 571e- 
27 510-535 BL00514E 14.28 
1.273e-16 388^405 BL00514D 
15.35 9.100e-15 369-382 
BL00514B 16.42 4.857e-14 260- 
276 BL00514F 11.65 9.690e-14 
416-431 BL00514A 11.68 8.200e- 
11 149-159 


170 


BL00514 


Fibrinogen beta and gamma chains C- 
tenninal domain proteins. 


BL00514C 17.41 1.346e-39268- 
305 BL00514G 15.98 2.241e-34 
423-453 BL00514H 14.95 6.571e- 
27 462-487 BL00514E 14.28 
U73e-16 340-357 BL00514D 
15.35 9.100e-15 321-334 
BL00514B 16.42 4.857e-14 212- 
228 BL00514F 1 1.65 9.690e-14 
368-383 BL00514A 11.68 8.200e- 
11 101-111 


171 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514G 15.98 2.241e-34 385- 
415 BL00514H 14.95 6.571e-27 
424-449 BL00514C 17.41 4.632e- 
24 230-267 BL00514E 14.28 
1.273e-16 302-319 BL00514D 
15.35 9.100e-15 283-296 
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BL00514B 16.42 4.857e-14 212- 
228 BL00514F 11.65 9.690e-14 
330-345 BL00514A 11.68 8.200c- 
11 101-111 


173 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.400e-29 119-162 


174 


DM01970 


0kwZK632.12YDR313C 
ENDOSOMALm. 


DM01970B 8.60 5.119e-15 1391- 
1404 


176 


BL00773 


Chitinases family 19 proteins. 


BL00773C 9.42 8.000e-092-16 


182 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.163e-14 141- 
160 


183 


PD01937 


DNA PROTEIN POLYMERASE 
ENDONUCLEASE DNA-. 


PD01937A 6.68 3.475e-09 221- 
232 


185 


BL00845 


CAP-Gly domain proteins. 


BL00845 16.43 2.946e-23 247-272 
BL00845 16.43 1.628e-21 107-132 


186 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 6.538e~ll 525- 
541 


187 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 6.538e-ll 497- 
513 


188 


DM01803 


1 HERPESVIRUS GLYCOPROTEIN H. 


DM01 803A 10.51 L000e-09 
1081-1102 


189 


PF00651 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 5.091e-15 69-82 


190 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194C6.38 1.900e-35 145- 
174 PR00194E 8.74 3.250e-30 
231-257 PR00194D9.571.500e- 
26 175-199 PR00194B 10.24 
5.200e-24 120-141 PR00194A 
7.86 4.857e-21 84-102 k 


192 


PD02042 


IRON-SULFUR ELECTRON 
TRANSPORT AROMATIC 
HYDROCARB. 


PD02042B 16.75 5.154e-09 131- 
146 PD02042A21.13 5.909e-09 
94-121 


193 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.3 1 2.200e-10 2-15 


195 


BL00463 


Fungal Zn(2)-Cys(6).binuclear cluster 
domain proteins. 


BL00463 8.22 5.071e-09 111-123 


196 


PR00118 


BETA-LACTAMASE CLASS A 
SIGNATURE 


PR00118F 16.42 9.386e-09 165- 
181 


197 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 5.424e-09234- 
267 


198 


BL00660 


Band 4.1 family domain proteins. 


BL00660A 31.50 5.500e-ll 714- 
767 


199 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 8.820e-13 70-93 


202 


PR00009 


TYPE I EGF SIGNATURE 


PR00009A 14.15 5.345e-15 971- 
987 PR00009C 14.11 8.773e-13 
996-1008 PR00009D 16,83 ■ 
8.000e-ll 1008-1018 PR00009C 
14.11 1.882e-09 892-904 


203 


BL00025 


P-type 'Trefoil' domain proteins. 


BL00025 17.17 4.536e-19 38-59 


205 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 7.300e-10 165-178 


206 


PR00168 


SLOW VOLTAGE-GATED 
POTASSIUM CHANNEL SIGNATURE 


PR00168D 12.88 6.865e-ll 67-86 


207 


BL00025 


P-type 'Trefoil' domain proteins. 


BL00025 17.17 3.423e-20 39-60 
BL00025 17.17 8.750e-16 88-109 


209 


BL00646 


Ribosomal protein S13 proteins. 


BL00646B 21.42 6.100e-30 110- 
143 BL00646A 25.82 6.192e-29 
14-62 


210 


PR00138 


MATRKIN SIGNATURE 


PR00138D 16.56 3.605e-25 279- 
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305 PRO0138C 16.41 3.000e-24 
218-247 PR00138E6.01 8.714e- 
13 314-328 PR00138A 15.14 
9.538e-13 134-148 PR00138B 
15.82 4.522e-12 188-204 


211 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 8.429e-12 386- 
406 DM01206B 10.69 1.247e-10 
384-404 DM01206B 10.69 
5.068e-10 388-408- 


212 


PD01941 


TRANSMEMBRANE 
COTRANSPORTER SYMP. 

• 


PD01941A 14.81 1.000e-40 163- 
217 PD01941B 15.02 9.705e-30 
420-467 PD01941E 15.92 8.714e- 
23 837-884 PD01941C 19.96 
8.200e-20 508-563 PD01941D 
27.18 1.600e-16 661-710 
PD01941F28.52 9.645e-15 1005- 
1060 


213 


BL00362 


Ribosomal protein S 15 proteins. 


BL00362 24.67 8.313e-09 330-373 


214 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z3.122.125e-09 1178- 
1227 BL001 15Z 3.12 6.096e-09 
1164-1213 


215 


BL00038 


Myc-type, 'helix-loop-helix* dimerization 
domain proteins. 


BL00038B 16.97 7.600e-18 125- 
146' BL00038A 13.61 1 .474*13 
102-118 


216 


BL01108 


Ribosomal protein L24 proteins. 


BL01108A 20.33 2.241e-22 49-82 
BL01108B 11.40 8.457e-10 96- 
107 


217 


PR00381 


KINESIN LIGHT CHAIN SIGNATURE 


PR00381A9.55 1.321e-10360- 
378 


222 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.358e-26 1166- 
1203 BL00514G 15.98 9.000e-15 
1289-1319 BL00514D 15.35 
6.936e-12 1207-1220 BL00514F 
11.65 4.288e-10 1253-1268 
BL00514H 14.95 8.636e-I0 1318- 
1343 


223 


BL00325 


Actin-depolymerizing proteins. 


BL00325B 21.66 1.000e-40 93- 
139 BL00325A 24.83 9.333e-24 
61-93 


224 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 1.450e-10 231-244 


225 


PF01329 


Pterin 4 alpha carbinolamine dhydratase. 


PF01329B 18.52 1.692e-18 67-92 


228 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 6.250e-18 1033- 
1065 BL00211B 13.37 8.875e-18 
2045-2077 BL00211A 1223 
1.900e-09 931-943 


230 


PR00761 


BINDIN PRECURSOR SIGNATURE 


PR00761A 5.81 9366e-09275- 
292 


231 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 3.500e-I0 54-69 


232 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 1.978e-10 109- 
160 BL00412D 16.54 4. 122e-09 
133-184 


233 


BL01210 


Caveolins proteins. 


BL01210B 13.92 8.129e-09 106- 
156 


236 


BL00939 


Ribosomal protein Lie proteins. 


BL00939F 17.27 5.393e-09 861- 
891 


238 


BL01252 


Endogenous opioids neuropeptides 
precursors proteins. 


BL01252D 18.25 3.571e-28205- 
233 BL01252B 19.09 5.034e-27 
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37-67 BL01252C 18.10 1.621e-21 " 
164-190 BL01252A 14.22 7.107e- 
18 14-34 


239 


BL00302 


Bukaryotic initiation fiactor 5 A hypusine 
proteins. 


BL00302 14.81 1.000e-40 25-79 


240 


PR00420 


AROMATIC-RING HYDROXYLASE 
(FLAVOPROTEIN 
MONOOXYGENASE) SIGNATURE 


PR00420A 14.78 8.851e-13 26-49 


241 


PD02929 


ADHESION GLYCOPROTEIN 
PRECURSOR I. 


PD02929A 28.27 4.529e-09 235- 
289 


243 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.527e-25 11-50 


244 


BL01270 


Band 7 protein family proteins. 


BL01270C 16.91 6.745e-17 115- 
144 BL01270B 18.74 6.857e-17 
76-115 BL01270E 13.03 6.016e- 
15182-211 BL01270D 20.87 
9.160e-13 144-182 


245 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 6.305e-12 253- 
308 PF00791B 28.49 1.909e-ll 
427-482 PF00791B 28.49 2.651e- 
09 179-234 PF00791B 28.49 
3.890e-09 112-167 


246 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.500e-13 277-290 
PD00066 13.92 9.143e-12 193-206 
PD00066 13.92 5.304e-ll 165-178 
PD00066 13.92 6.478e-ll 249-262 
PD00066 13.92 3.423e-10 221-234 


247 


BL00406 


Actins proteins. 


BL00406D 12.58 6.400e-20 465- 
520 BL00406B5.474.857e-14 
249-304 BL00406E8.44 l.OOOe- 
11522-572 BL00406C6.75 
5,449e-ll 313-368 


248 


BL00951 


ER lumen protein retaining receptor 
proteins. 


BL00951C 19.35 1.000e-40 112- 
161 BL00951A 15.10 7.750e-39 
21-57 BL00951D 13.94 6.000e-38 
161-196 BL00951B 14.23 3.100e- 
3157-88 


252 

• 


BL01113 


Clq domain proteins. 


BL01113A 17.99 9.129e-15 200- 
227 BL01113A 17.99 4.818e-14 
194-221 BL01113A 17.997.818e- 
14182-209 BL01113A 17.99 
1.730e-13 185-212 BL01113A 
17.99 6.595e-13 191-218 
BL01 1 13 A 17.99 6.077e-12 203- 
230 BL01113A 17.99 9.1 82e- 11 
179-206 BL01113A 17.99 2.532e- 
10176-203 BL01113A 17.99 
9.043e-10218-245 BL01113A 
17.99 9.426e-10 209-236 
BL01113A 17.99 4.1 15e-09 137- 
164 


257 


BL00845 


CAP-Gly domain proteins. 


BL00845 16.43 1.837e-21 466-491 


259 


PR00248 


METAB OTROPIC GLUTAMATE 
GPCR SIGNATURE 


PR00248G 12.67 2.688e-09 53-78 


260 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 3.400e-10 441-452 
BL00678 9.67 5.800e-10 481-492 
BL00678 9.67 8.800e-10 358-369 


261 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 3.400e-10 415-426 
BL00678 9.67 5.800e-10 455-466 
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BL00678 9.67 8.800e-10 332-343 


262 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 3.400e-10 468-479 
BL00678 9.67 5.800e-10 508-519 . 
BL00678 9.67 8.800e-10 385-396 


263 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 2.200e-10415- 
429 


264 


BL00049 


Ribosomal protein L14 proteins. 


BL00049C 17.38 3.040e-12 94- 
130 


265 


PD01469 


GLYCOPROTEIN PROTEIN 
PRECURSOR SA. 


PD01469 20.59 2.09 le- 14 438-470 


266 


PD01469 


GLYCOPROTEIN PROTEIN 
PRECURSOR SA. 


PD01469 20.59 2.091e-14 279-31 1 


267 


BL00567 


Phosphotibulokinase proteins. 


BL00567A 10.66 1. 16 le-12 36-55 


269 


BL00049 


Ribosomal protein L14 proteins. 


BL00049C 17.38 2.688e-28 92- 
128 BL00049B 18.42 6.806e-24 
54-86 BL00049A 13.86 8333e-19 
19-42 BL00049D 13.47 5.765e-12 
129-140 


272 


BL01115 


GTP-binding nuclear protein ran proteins. 


BL01115A 10.22 9.735e-12 14-58 


273 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 1.911e-09 819- 
832 


275 


PR00179 


LPOCALIN SIGNATURE 


PR00179B 9.56 2.895e-13 124- 
137 PR00179A 13.78 3.250e-ll 
36-49 PR00179C 19.02 6.040e-ll 
154-170 


276 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 

j 


PR00449A 13.20 8.364e-17 22-44 
PR00449C 17.27 1.000e-13 62-85 
PR00449E 13.50 4.000e-12 172- 
195 PR00449B 14.34 5.680e-10 
45-62 


277 


BL00140 


Ubiquitin carboxyl-terminal hydrolase 
family 1 cysteine activ. 


BL00140D 22.64 L000e-40 161- 
■205 BL00140C 11.80 9.053e-30 
79-104 BL00140A 15.96 9.400e- 
28 5-35 BL00140B 12.29 4.649e- 
17 37-55 


278 


PD02712 


ELEMENT TRANSPOSASE FOR 
TRANSPOSON TRANSPOSABLE. 


PD02712A 23.03 8.013e-0947-83 


279 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 1.474e-09 100-111 


282 


DM00892 


3 RETROVIRAL PROTEINASE. 


DM00892C 23.55 4.767e-21 864- 
898 


283 


BL00048 


Protamine PI proteins. 


BL00048 6.39 9.550e-09 56-83 


286 


PR00081 


GLUCOSE/RIBITOL 
DEHYDROGENASE FAMILY 
SIGNATURE 


PR00081A 10.53 1.878e-ll 36-54 


287 


PR00310 


ANTIPROLIFERATIVE PROTEIN 
BTG1 FAMILY SIGNATURE 


PR00310B 10.59 4.23 le-17 29-59 
PR00310D 9.10 6.679e-16 89-119 


289 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7.000e-36 37-76 


293 


BL00979 


G-protein coupled receptors family 3 
proteins. 


BL00979L 20.63 3.800e-12 111- 
152 


295 


PD02411 


PROTEIN TRANSCRIPTION 
REGULATION NUCLEAR. 


PD02411 21.89 7.000e-16 195-229 


296 


BL01064 


Pyridoxamine S'-phosphate oxidase 
proteins. 


BL01064A 27.84 8.313e-28 77- 
129 BL01064C 15.22 7.136e-25 
202-235 


297 


BL00030 


Eukaryotic RNA-binding region KNP-1 
proteins. 


BL00030A 14.39 2.929e-13 37-56 
BL00030B7.03 1.900e-ll 167- 
177 BL00030A 14.39 2.000e-10 
128-147 
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298 


BL01183 


ubiE/COQ5 methyltransferase family 
proteins. 


BL01183B 21.31 6.660e-12 143- 
188 


299 


BL01279 


Protein-L-isoaspartate(D-aspartate) O- 
methyltransferase signa. 


BL01279A 24.27 5.862e-l 1 57- 
105 


301 


BL00191 


Cytochrome b5 family, heme-binding 
domain proteins. 


BL00191K 17.38 4.95 le-27 184- 
228 BL00191JII.37 6.447e-17 
128-150 


302 


DM00892 


3 RETROVIRAL PROTEINASE. 


DM00892C 23.55 3.893e-16 33-67 


306 


PF01140 


Matrix protein (MA), pi 5. 


PF01140D 15.54 2.988e-09 416- 
451 


307 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 4.818e-21 59-81 
PR00245C 7.84 5.154e-20238- 
254 PR00245D 10.47 4.000e- 15 
274-286 PR00245B 10.38 8.200e- 
15 177-192 PR00245E 12.40 
5.714e-12 291-306 


309 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 2.245e-10 612-658 


310 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 7.632e-23 119- 
159 BL00237C 13.19 3.864e-15 
251-278 BL00237D 11.23 3.739e- 
12 312-329 


311 


BL00380 


Rhodanese proteins. 


BL00380D 15.90 8.200e-28 110- 
136 BL00380G 11.26 5.800e-16 
267-280 BL00380B 14.77 7.000e- 
14 49-62 BL00380F9.76 5.886e- 
13 203-214 BL00380C 15.67 
7.387e-13 82-98 BL00380E 12.44 
7.000e-ll 181-193 BL00380A 
10.48 1.000e-09 10-20 


312 


BL00227 


Tubulin subunits alpha, beta, and gamma 
proteins. 


BL00227B 19.29 1.000e-40 50- 
105 BL00227C 25.48 1.000e-40 
111-163 BL00227D 18.46 l.OOOe- 
40 220-274 BL00227F 21.16 
1.000e-40 372-426 BL00227A 
24.55 3, 250e-39 1-35 BL00227E 
24.15 8.500e-34 324-359 


327 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 7.362e-21 225- 
273 BL00232B 32.79 2.588e-17 
435-483 BL00232B 32.79 6.301e- 
15 116-164 BL00232B 32.79 
6.769e-13 330-378 BL00232C 
10.65 9.341e-12 223-241 
BL00232C 10.65 5.696e-ll 328- 
346 BL00232C 10.65 3.942e-10 
433-451 


329 . 


PD02749 


TRANSCRIPTION PROTEIN FACTOR 
BTF3 REGULATION NUCL. 


PD02749B 12.75 2.241e-37 35-71 
PD02749C 13.96 4.892e-28 87- 
121 PD02749A 9.56 6.000e-15 2- 
15 


330 


PR00391 


PHOSPHATIDYLINOSITOL 
TRANSFER PROTEIN SIGNATURE 


PR00391E 12.50 7.785e-15 211- 
231 PR00391B 8.39 1.000e-13 
83-104 PR00391D 12.21 9.328e- 
13 191-207 PR00391A7.83 
5.390e-ll 16-36 


332 


BL01030 


RNA polymerases M / 15 Kd subunits 
proteins. 


BL01030 23.44 1.818e-23 87-125 


337 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.929e-32 6-45 


340 


PD02711 


SYNTHASE 


PD02711B 14.26 1.973e-20 944- 
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PHOSPHORIBOSYLFORMYLGLY. 


968 


343 


BL00223 


Annexins repeat proteins domain ' 
proteins. 


BL00223C 24.79 1.000e-40245- 
300 BL00223B 28.47 8.714e-38 
168-218 BL00223A 15.59 8.250e- 
27 98-132 BL00223A 15.59 
8.750e-27 26-60 BL00223C 24.79 
9.438e-16 13-68 BL00223C 24.79 
2.735e-15 85-140 BLO0223A 
15.59 2.253e-l 1258-292 


346 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 2.800e-28 81-110 
PR00345E 8.54 7.652e-28 158- 
1 83 PR00345C 4.54 9. 100e-28 
110-134 PR00345D 10.97 1.964e- 
24 134-158 PR00345A 13.46 
5.645e-16 52-71 


347 


BL00586 


Ribosomal protein L16 proteins. 


BL00586B 17.00 3.215e-15 184- 
221 


348 


PR00388 


3\5'-CYCLIC NUCLEOTIDE CLASS II 
PHOSPHODIESTERASE SIGNATURE 


PR00388A 10.45 2.778e-09 86- 
105 


351 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 3.118e-ll 160-173 
BL00018 7.41 2.350e-10 244-257 


354 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 1.947e-09 256-267 


358 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 175- 
195 DM01206B 10.69 6.696e-09 
183-203 DM01206B 10.69 
8.633e-09 132-152 DM01206B 
10.69 8.861e-09 181-201 
DM01206B 10.69 9.316e-09 177- 
197 


361 


PD01498 


OXIDASE BIOSYNTHESIS 
OXIDOREDUCTASE PORP. 


PD01498C 24.90 6.880e-14 219- 
263 


362 


PD01498 


OXIDASE BIOSYNTHESIS 
OXIDOREDUCTASE PORP. 


PD01498C 24.90 6.880e-14 219- 
263 


365 


BL00178 


Aminoacyl-transfer RNA synthetases 
class-I proteins. 


BL00178B 7.11 1.000e-ll 589- 
600 BL00178A 14.23 8.500e-09 
46-56 


366 


BL00523 


Sulfatases proteins. 


BL00523E 19.27 1.000e-23 318- 
348 BL00523A 13.36 5.500e-16 
30-47 BL00523B 8.64 1.964e-13 
78-90 BL00523C 12.64 9.625e-13 
129-140 BL00523G9.46 5.500e- 
10 506-516 


369 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.394.818e-0921-52 


370 


BL00880 


Acyl-CoA-binding protein. 


BL00880 17.52 1.000e-40 75-125 


371 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 1.000e-23 276- 
307 BL00107B 13.31 1.692e-12 
342-358 


372 


PR00211 


GLUTELIN SIGNATURE 

* 


PR00211B 0.86 6.602e-ll 326- 
347 PR00211B0.86 6.106e-10 
320-341 PR00211B0.86 3.167e- 
09333-354 


373 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.1 1 9.349e-10 749- 
797 


375 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 1231e-33 10-49 


377 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7.563e-28 10-49 


379 


BL00598 


Chromo domain proteins. 


BL00598 14.45 5.781e-16 3-25 
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380 


PR00413 • 


HALOACID 

DEHALOGENASE/EPOXTOE 
HYDROLASE FAMILY SIGNATURE 


PR00413D 11.28 8.941e-09 864- 
878 


383 


PR00413 


HALOACID 

DEHALOGENASE/EPOXIDE 
HYDROLASE FAMILY SIGNATURE 


PR00413D 11.28 8.941e-09 864- 
878 


387 


BL01060 


Flagella transport protein fliP family 
proteins. 


BL01060A 15.65 1.535e-09 131- 
174 


388 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B4.88 6.318M1 1009- 
1028 


389 


PR00837 


ALLERGEN V5/TPX-1 FAMILY 
SIGNATURE 


PR00837B 11.64 l.OOOe-10 469- 
483 


391 


BL00240 


Receptor tyrosine kinase class III 
proteins. 


BL00240B 24.70 7.907e-10 1 18- 
142 


392 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014D 12.04 8.412e-10 691- 
706 


393 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014D 12.04 8.412e-10 706- 
721 


394 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 3.368e-15 47-60 
BL01209 9.31 5.500e-13 92-105 


395 


BL00634 


Ribosomal protein L30 proteins. 


BL00634 34.38 4.090e-13 70-121 


396 


BL01013 


Oxysterol-binding protein family 
proteins. 


BL01013D 26.81 8.000e-26358- 
402 BL01013A 25.14 7.231e-21 
45-81 BL01013C9.97 1.000e-13 
132-142 BL01013B 11.33 l.OOOe- 
11 110-121 


397 


BL00930 


Peripherin / rom-1 proteins. 


BL00930E 17.80 1.000e-40 56-92 
BL00930D 9.12 4.632e-37 12-56 
BL00930F 16.91 2.800e-36 92- 
133 


400 


PR00780 


LEUSERPIN 2 SIGNATURE 


PR00780B 4.89 4.491e-09 262- 
285 


401 


PR00819 


CBXX/CFQX SUPERFAMILY 
SIGNATURE 


PR00819B 10.83 7.158e-ll 4-20 


403 


BL00381 


Endopeptidase Clp serine proteins. 


BL00381C 23.84 1.250e-32 150- 
194 BL00381A 16.48 2.286e-22 
74-111 BL00381B 21.42 8.326e- 
14 78-130 


405 


BL01105 


Ribosomal protein L35Ae proteins. 


BL01105A 17.37 1.000e-404-49 
BL01105B 12.95 1.000e-4068- 
108 


406 


BL00344 


GATA-type zinc finger domain proteins. 


BL00344 17.99 7.000e-12 814-852 


407 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 9.750e4)9 73-94 


409 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 4.321e-099-22 


410 


BL00762 


WHEP-TRS domain proteins. 


BL00762A 23.43 1.000e-28 752- 
789 BL00762A 23.43 4.400e-21 
903-940 BL00762A 23.43 5.415e- 
18 825-862 BL00762B 16.14 
8,759e-12 1154-1168 


412 


BL00690 


DEAH-box subfamily ATP-dependent 
helicases proteins. 


BL00690B 13.38 5.320e-15 262- 
280 BL00690A6.871.818e-13 
230-240 


415 


BL00227 


Tubulin subunits alpha, beta, and gamma 
proteins. 


BL00227B 19.29 l,000e-40 52- 
107 BL00227C 25.48 1.000e-40 
113-165 BL00227D 18.46 l.OOOe- 
40 222-276 BL00227F 21.16 
1.000e-40 382-436 BL00227E 
24.15 1.750e-34 326-361 
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BL00227A 24.55 1.000e-33 1-35 


416 


PF00992 


Troponin. 


PF00992A 16.67 1.71 le-09 557- 
592 


418 


BL00541 


Nuclear transition protein 1 proteins. 


BL00541 8.44 9.875e-09 256-310 


419 


BL00541 


Nuclear transition protein 1 proteins. 


BL00541 8.44 9.875e-09 197-251 


420 


PF00856 


SET domain proteins. 


PF00856A 26.14 9.074e-13 901- 
938 PF00856B 16.42 2.397e-12 
951-973 


421 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 8.200e-12 33-44 


423 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.600e-30 130-169 


424 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 1.305e-17 421- 
472 


426 


PR00988 


URIDINE KINASE SIGNATURE 


PR00988A 6.39 4.569e-12 3-21 


427 


PR00988 


URIDINE KINASE SIGNATURE 


PR00988A 6.39 4.569e-12 3-21 


428 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.250e-13 115- 
130 BL00478B 14.79 9.036e-13 
50-65 


431 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 8. 875e- 12 464-487 


432 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 7.800e-18 316- 
357 PD00930A 25.62 9.617e-12 
125-151 PD00930B 33.72 2.521e- 
10 214-255 


433 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 4.649e-34 34-73 


434 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 7.563e-ll 56-78 


436 


PR00120 


H+-TRANSPORTING ATPASE 
(PROTON PUMP) SIGNATURE 


PR00120C 9.90 5.800e-19 705- 
722 


437 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 

> 


BL001 15T 8.45 7.273e-29 1208- 
1242 BL00115Q 18.08 2.776e-21 
953-983 BL00115Y 11.86 8.000e- 
17 1604-1650 BL00115M 19.19 
8.130e-16 731-774 BL00115H 
14.34 9.392e-16 463-496 
BL00115A 15.44 7.414e-15 43-82 
BL001 15R 6.50 6.128e-14 983- 
1010 BL00115J 16.71 9.289e-14 
591-617 BL00115I8.33 4.336e- 
13 535-590 BL00115L 12.25 
5 939e- 13 662-694 BL00115G 
11.65 6.01 le-13 435-463 
BL00115K 15.03 3.417e-10617- 
659 BL001 150 16.76 5.805e-10 
863-913 BL00115Pll.54 7.538e- 
10 913-953 BL00115S 18.24 
7.968e-10 1010-1052 BL00115U 
10.34 4.475e-09 1242-1265 


438 


PF00628 


PHD-finger. 


PF00628 15.84 4.536e-10 219-234 


440 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 6 351e-34 10-49 


441 


PR00309 


ARRESTIN SIGNATURE 


PR00309A 9.68 5.250e-24 32-55 
PR00309D 7.09 4.938e-23 290- 
309 PR003O9B7.812.800e-21 
69-88 PR00309C8.221.621e-19 
165-183 PR00309E 9.82 9.438e- 
15 374-389 


442 


BL00600 


Aminotransferases class-Hi pyridoxal- 


BL00600B 19.60 7.324e-14 103- 
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phosphate attachment si. 


129 BL00600G 12.43 2.125e-12 
306-325 BL00600F8.77 8.105e- 
12271-284 BL00600E 16.43 
3.167e-l 1228-257 BL00600D 
8.71 8.650e-09 207-221 


443 


BL00972 


Ubiquitin carboxyl-terminal hydrolases 
family 2 proteins. 


BL00972A 11.93 3.160M8 69-87 


444 


BL00349 


CTF/NF-I proteins. 


BL00349A 10.07 1.000e-40 8-54 
BL00349C 9.33 L000e-40 82-125 
BL00349E 10.79 1.000e-40 152- 
195 BL00349F 11.81 1.000e-40 
213-255 BL00349H 15.70 7.387e- 
36 361-399 BL00349B 10.51 
2.227e-34 54-82 BL00349D 1 1 .70 
9.100e-34 125-152 BL00349G 
19.72 5.781e-30 323-356 


445 


BL00154 


E1-E2 ATPases phosphorylation site 
proteins. 


BL00154F 8.23 8.941e-21 271- 
295 BL00154E 20.37 2.620e-15 
124-165 


448 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 4.882e-ll 82-115 
DM00215 19.43 6.492e-09 87-120 


451 


BL01283 


T-box domain proteins. 


BL01283A 24.15 3.100e-40 112- • 
160 BL01283D11.70 6.000e-39 
253-286 BL01283B 23.17 6.538e- 
38 170-212 BL01283C 13.05 
7.750e-19 222-236 


452 


PR00420 


AROMATIC-RING HYDROXYLASE 
(FLAVOPROTEIN 
MONOOXYGENASE) SIGNATURE 


PR00420A 14.78 2.579e-ll 3-26 


453 


PR00162 


RIESKE 2FE-2S SUBUNIT 
SIGNATURE 


PR00162B 12.77 7.429e-17 215- 
228 PR00162A9.35 2.324e-14 
193-205 PR00162C8.10 7.120e- 
14227-240 


454 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7.000e-30 87-126 


456 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.333e-18 1149- 
1192 


457 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.737e-24 16-55 


459 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 1.529e-14 154- 
177 BL00290B 13.179.000e-12 
214-232 


460 


PR00413 


HALOACID 

DEHALOGENASE/EPOXIDE 
HYDROLASE FAMILY SIGNATURE 


PR00413F 14.91 7.333e-ll 193- 
214 PR00413E 15.78 5.714e-09 
175-192 


463 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759B 11.26 8.3 85e-09 74-85 


466 


BL00019 


Actinin-type actin-binding domain 
proteins. 


BL00019D 15.33 4.200e-19 300- 
330 


467 


BL00019 


Actinin-type actin-binding domain 
proteins. 


BL00019D 15.33 4.200e-19 300- 
330 


469 


PR00153 


CYCLOPHUJN PEPTID YL-PROLYL 
CIS-TRANS ISOMERASE 
SIGNATURE 


PR00153D 1 1.99 3.250e-15 510- 
523 PR00153C 11.01 4.682e-14 
495-511 PR00153E 9.10 8.548e- 
14 523-539 PR00153B 11.57 
1.720e-13 452-465 


470 


BL00491 


Aminopeptidase P and proline 
dipeptidase proteins. 


BL00491C 12.15 3.912e-09 557- 
572 


471 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 


PD00289 9.97 1.000e-14 1482- 
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PRESYNA. 


1496 PD00289 9.97 8.650e-ll 
1122-1136 


474 


BL50040 


Elongation factor 1 gamma chain profile. 


BL50040D 17.41 1.000e-40279- 
329 BL50040E 18.79 1.000e-40 
333-388 BL50040F18.995.320e- 
40 390-428 BL50040C 22,62 
3.739e-38 141-184 BL50040B 
13.65 7.000e-30 59-85 BL50040A 
12.98 1.450e- 14 10-22 


475 


BL01144 


Ribosomal protein L3 le proteins. 


BL01144 25.07 1.000e-40 22-74 


476 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007C 15.60 2.421e-21 589- 
611 PR00007B 14.16 3.500e-21 
544-564 PRD0007A 19.33 6.897e- 
20 517-544 PR00007D 9.64 
6.571e-12 623-634 


477 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 5.846e-10 170- 
189 


479 


DM01970 


0kwZK632.12YDR313C 
ENDOSOMAL III. 


DM01970B 8.60 9.500e-17 967- 
980 


480 


PR00868 


DNA-POLYMERASE FAMILY A (POL 
I) SIGNATURE 


PR00868C 13.76 5.688e-17284- 
308 PR00868A 16.33 3.186e-13 
224-247 PR00868H 12.51 3.388e- 
13 431-448 PR008681 10.87 
7.938e-l 1462-476 PR00868E 
13.19 1.608e- 10 340-366 


481 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.182e-22 53-96 


482 


BL00061 


Short-chain dehydrogenases/reductases 
family proteins. 


BL00061B 25.79 3.647e-21 188- 
226 


483 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 1.750e-12 1032- 
1051 


485 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 9.625e-10 760- 
776 PF00023A 16.03 3.571e-09 
715-731 


486 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 9.262e-20 103- 
136 PD02870D 15.74 9.426e-09 
201-236 


487 


PR00370 


FLAVIN-CONTAINING 
MONOOXYGENASE (FMO) 
SIGNATURE 


PR00370G 10.45 3.769e-28 471- 
493 PR00370B 10.91 1.000e-24 
27-46 PR00370C 12.72 4.000e-21 
140-157 PR00370E 11.96 9.229e- 
21 320-339 PR00370D 16.33 
1.750e-20 185-204 PR00370F 
17.75 7.395e-20 375-395 
PR00370A 3.35 2.038e-18 4-20 


489 


PD01675 


GLYCOPROTEIN MAJOR ENVELOPE 
PROBABLE U3. 


PD01675C 19.89 2.330e-10 55-89 


492 


BL00211 


ABC transporters family proteins. 


BL0021 1A 12.23 5.050e-09 45-57 


493 


BL00211 


ABC transporters family proteins. 


BL00211A 12.23 5.050e-09 45-57 


494 


BL00211 


ABC transporters family proteins. 


BL00211A 12.23 5.050e-09 58-70 


495 


BL00027 


'Homeobox 1 domain proteins. 


BL00027 26.43 6.786e-12 509-552 
BL00027 26.43 9.143e-12 319-362 
BL00027 26.43 2.600e-l 1 627-670 
BL00027 26.43 3.625e-10 779-822 


497 


BL00107 


Protein kinases ATP-binding region 
proteins, 


BL00107A 18.39 5.800e-22 214- 
245 BL00107B 13.31 1.000e-13 
281-297 BL00107A 18.39 3.520e- 
13 583-614 BL00107B 13.31 
8.615e-12 652-668 


499 


BL00383 


Tyrosine specific protein phosphatases 


BL00383E 10.35 1.000e-14 1902- 
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proteins. 


1913 BL00383D 11.92 3.077e-14 
1862-1875 BL00383A 13.34 
5.500e-14 1730-1745 BL00383C 
10.10 2.000e-13 1785-1796 
BL00383F 15.51 9.069e-12 1940- 
1956 BL00383B7.61 1.692e-ll 
1755-1764 


501 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 1.360e-09 136- 
150 PR00019A 11.19 1.667e-09 
91-105 PR00019B 11.36 4.600e- 
09 160-174 


503 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 1.0G0e-40 367- 
414 BL00226B 23.86 6.143e-27 
195-243 BL00226A 12.77 7.840e- 
14 96-111 BL00226C 13.23 
2.600e-13 309-340 BL00226C 
13.23 6.143e-12 266-297 
BL00226B 23.86 1.209e-09 146- 
194 


505 


PD02407 


3-BISPHOSPHOGLYCERATE- 
INDEPENDENT PHOSPHOGLYCER. 


PD02407F 7.61 6.739e-09 916- 
930 


506 


PF00632 


HECT-domain (ubiquitin-transf erase). 


PF00632C 20.66 9.830e-19 991- 
1023 PF00632B 18.45 1.155e-ll 
940-968 


507 


BL01082 


Ribosomal protein L7Ae proteins. 


BL01082 20.37 4.273e-20 76-116 


508 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 2.421e-09 493-504 


509 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 2.421e-09 473-484 


510 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 4.774e-ll 567- 
582 PR00320B 12.19 5.886e-10 
763-778 PR00320C 13.01 6.760e- 
10 567-582 PR00320A 16.74 
7.618e-10 846-861 PR00320A 
16.74 3.415e-09 763-778 
PR00320A 16.74 6.268e-09 567- 
582 


511 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479C 12.01 3.250e-12 170- 
183 


512 


BL50058 


G-protein gamma subunit profile. 


BL50058 27.23 7.494e-09 10-58 


513 


BL00524 


Somatomedin B domain proteins. 


BL00524A 9.65 8.925e-14 80-101 


515 


BL00041 


Bacterial regulatory proteins, araC family 
proteins. 


BL00041 23.99 1.964e-19 492-524 


516 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.500e-13 391-404 


517 


BL00415 


Synapsins proteins. 


BL00415E 4.82 9,291e-09 959- 
996 


518 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.471e-12 126- 
145 


519 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 4.750e-09 47-65 


522 


PR00505 


D12 CLASS N6 ADENINE-SPECIFIC 
DNA METHYLTRANSFERASE 
SIGNATURE 


PR00505A 14.15 7.128e-09 364- 
381 


525 


BL00312 


Glycophorin A proteins. 


BL00312B 9.22 5.781e-10 891- 
920 


528 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.500e-32 16-55 


529 


PR00254 


NICOTINIC ACETYLCHOLINE 
RECEPTOR SIGNATURE 


PR00254D 15.50 4.000e-17 131- 
150 PR00254A11.23 4.706e-14 
61-78 PR00254C 11.36 4.000e-12 
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113-126 PR00254B 12.97 1.486e- 
1195-110 


531 


BL00741 


Guanine-nucleotide dissociation 
stimulators CDC24 family sign. 


BL00741B 14.27 6.870e-16 787- " 
810 


532 


PR00193 


MYOSIN HEAVY CHAIN 
SIGNATURE 


PR00193D 14.36 3.143e-34 447- 
476 PR00193C 12.60 7.632e-32 
216-244 PR00193B 11.69 7.750e- 
29 167-193 PR00193A 15.41 
2.588e-22 111-131 PR00193E 
19.47 2.200e-21 501-530 


533 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 5.596e-09 348- 
381 


535 


PR00683 


SPECTRIN PLECKSTRIN 
HOMOLOGY DOMAIN SIGNATURE 


PR00683D 15.87 2.452e-10 465- 
484 


536 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 6.684e-24 164-207 


538 


PR00239 


MOLLUSCAN RHODOPSIN C- 
TERMINAL TAIL SIGNATURE 


PR00239E 1.58 2.739e-09 225- 
237 


539 


BL00406 


Actins proteins. 


BL00406C 6.75 1.000e-40 157- 
212 BL00406B5.47 6.143e : 37 
90-145 BL00406D 12.58 4.600e- 
36 291-346 BL00406E8.44 
2.200e-33 364-414 BL00406A 
9.95 4.441e-23 7-42 


540 


PR00456 


RIBOSOMAL PROTEIN P2 
SIGNATURE 


PR00456E 3.06 9.625e-10 44-59 


541 


PR00456 


RIBOSOMAL PROTEIN P2 
SIGNATURE 


PR00456E 3.06 9.625e-10 44-59 


542 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.857e-ll 138- 
154 


544 


PF00642 


Zinc finger C-x8-C-x5-C-x3-H type (and 
similar). 


PF00642 11.59 9.082e-10 838-849 


546 


BL00383 


Tyrosine specific protein phosphatases 
proteins. 


BL00383E 10.35 4.1 15e-10 104- 
115 


547 


BL01226 


Hydroxymethylgiutaryl-coenzyme A 
synthase proteins. 


BL01226A 13.79 1.000e-40 50-89 
BL01226C 13.51 L000e-40 127- 
167 BL01226D 11.60 1.000e-40 
174-210 BL01226E 13 74 1 000e- 
40 212-253 BL01226H 17.74 
1.000e-40 386-434 BL0 12261 
25.06 1.000e-40 460-508 
BL01226G 15.76 3.483e-32292- 
321 BL01226B 13.35 1.818e-31 
95-127 BL0 1226F 9.78 8.7 14e-23 
253-271 


549 


BL00964 


Syndecans proteins. 


BL00964B 12.05 2.426e-10 1246- 
1289 


551 


DM01930 


2 kw FINGER SMCX SMCY 
YDR096W. 


DM01930E 15.41 1.367e-37 170- 
215 DM0 1930F 14.16 8.232e-28 
267-303 DM01930B 19.86 
9.163e-10 37-71 


552 


BL00195 


Glutaredoxin proteins. 


BL00195B 15.31 7.158e-09 9-29 


554 


BL00383 


Tyrosine specific protein phosphatases 
proteins. 


BL00383E 10.35 2.756e-12 436- 
447 


555 


PR00403 


WW DOMAIN SIGNATURE 


PR00403B 12.19 7.612e-ll 122- 
137 PR00403A 16.82 3.912e-10 
107-121 PR00403B 12.19 2.068e- 
09 76-91 


558 


PR00380 


KJKESIN HEAVY CHAIN 
SIGNATURE 


PR00380A 14.18 2.714e-26 76-98 
PR00380D9.93 3.000e-24275- 
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297 PR00380C13.I8 5.154e-20 
226-245 PR00380B 12.64 9.400e- 
20 195-213 


559 . 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 5. 333 e-09 522-531 


561 


PD01795 


PROTEIN AMINOPEPTTDASE 
PRECURSOR HYDROLASE SIGNA. 


PD01795B 11.56 2333e-12 159- 
172 PD01795A 10.27 1.000e-09 
135-144 


562 


PD01795 


PROTEIN AMTNOPEPHDASE 
PRECURSOR HYDROLASE SIGNA. 


PD01795B 11.56 2.333e-12 110- 
123 PD01795A 10.27 1.000e-09 
86-95 


563 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 1.391e-09 41-54 


565 


BL00348 


p53 tumor antigen proteins. 


BL00348F 23.19 4.143e-09 188- 
231 


567 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BI. 


PD00301B 5.49 4.1 15e-09 284- 
295 


569 


PF00850 


Histone deacetylase family. 


PF00850E 8.88 6.553e-21 756-782 
PF00850D 14.76 1.519e-16 722- 
746 PF00850F 15.70 1.1 18e-ll 
794-827 PF00850G 22.75 8375e- 
11 833-875 


570 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 4.960e-10 137-151 


571 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 8.800e-ll 44-53 


573 


BL00299 


Ubiquitin domain proteins. 


BL00299 28.84 1.123e-l 1 123-175 


574 


PF01140 


Matrix protein (MA), pi 5. 


PF01140D 15.54 3.700e-10 986- 
1021 


576 


BL00284 


Serpins proteins. 


BL00284C 28.56 5.200e-26 200- 
242 BL00284A 15.64 4.913e-18 
71-95 BL00284B 17.99 7.261e-15 
173-194 BL00284D 16.34 5.846e- 
13 306-333 BL00284E 19.15 
7.429e-12 387-412 


579 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 6.553e-29 15-54 


580 


BL50001 


Src homology 2 (SH2) domain proteins 
profile. 


BL50001B 17.40 4.500e-12 1010- 
1031 


581 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 3.189e-22 608- 
649 PD00930A 25.62 6.806e-17 
505-531 


584 


BL00612 


Osteonectin domain proteins. 


BL00612B 11.35 2.034e-ll 93- 
126 


585 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM01551C 14.62 8.859e-10 102- 
122 


586 


PF00628 


PHD-finger. 


PF00628 15.84 3.455e-12 235-250 


587 


BL00027 


'Homeobox* domain proteins. 


BL00027 26.43 6.063e-10 85-128 


588 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 7.525e-16227- 
248 PR00326C9.79 6.760e-15 
276-292 PR00326D 19.09 6.657e- 
13 293-312 PR00326B 16.74 
9.229e-13 248-267 


589 


BL00422 


Granins proteins. 


BL00422A 28.34 7.429e-09 2349- 
2378 


590 


BL00415 


Synapsins proteins. 


BL00415N 4.29 9.794e-10 295- 
339 


591 


BL00128 


Alpha-lactalbumin / lysozyme C proteins. 


EIL00128A 20.76 3.423e-13 35-65 
BL00128C 19.34 2.980e-ll 110- 
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132 


596 


PR00049 


WILMS TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 3.136e-09 31-46 


597 


DM00547 


1 kw CHROMO BROMODOMAIN 
SHADOW GLOBAL. 


DM00547C 17.30 L667e-19207- 
229 DM00547E 13.94 6.200e-18 
319-342 DM00547B 11.28 

I. 000e-17 179-193 DM00547D 

II. 60 9.250e-13 289-303 
DM00547F 23.43 6.727e-12 679- 
726 DM00547A 12.38 4.818e-ll 
158-170 


600 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 1.882e-27 13-52 


601 


BL00192 


Cytochrome b/b6 heme-ligand proteins. 


BL00192A 1 1.90 6.400e-09 390- 
430 


602 


BL00936 


Ribosomal protein L35 proteins. 


BL00936B 27.27 8.615e-09 118- 
157 


603 


BL00936 


Ribosomal protein L35 proteins. 


BL00936B 27.27 8.615e-09 1 18- 
157 


606 


PR00019 


LEUCINE-R1CH REPEAT 
SIGNATURE 


PR00019B 1 1.36 7.300e-10 292- 
306 PR00019A 11.19 5.667e-09 
323-337 


607 


PR00019 


LEUCENE-RICH REPEAT 
SIGNATURE 


PR00019B U.36 7.300e-10 292- 
306 PR00019A 11.19 5.667e-09 
323-337 


60S 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320C 13.01 9.500e-12 168- 
183 PR00320A 16.74 2.853e-10 
60-75 PR00320A 16.74 4.706e-10 
14-29 PR00320C 13.01 5.320e-10 
60-75 PR00320C 13.01 5.680e~10 
14-29 PR00320A 16.74 6.049e-09 
217-232 PR00320B 12.19 8.875e- 
09 168-183 


610 


BL00750 


Chaperonins TCP-1 proteins. 


BL00750B 16.17 1.000e-40 70- 
120 BL00750A 20.07 6.21 le-37 
26-69 BL00750G20.12 8.800e-31 
431-471 BL00750F18.40 5.125e- 
30 370-411 BL00750E 24.59 
8.650e-29 295-332 BL00750H 
21.44 1.000e-27 489-524 
BL00750C 25.65 5.345e-17 149- 
181 BL00750D 16.16 6.318e-14 
203-222 


613 


BL00766 


Tetrahydrofolate • 
dehydrogenase/cyclohydrolase proteins. 


BL00766B 24.49 1.000e-40 142- 
190 BL00766E 13.78 1.000e-40 
322-359 BL00766C 25.86 5.500e- 
39 208-256 BL00766D 17.05 
4.536e-26 283-313 BL00766A 
21.48 6.063e-24 102-132 


615 


BL00256 


Adipokinetic hormone family proteins. 


BL00256 12.28 3398e-10 746-755 


616 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 9.053e-09 419- 
453 


617 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 4.429e-09 44-63 


618 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 4.429e-09 44-63 


620 


BL00325 


Actin-depolymerizing proteins. 


BL00325B 21.66 5.817e-16 77- 
123 


622 


BL00972 


Ubiquitin carboxyl-terminal hydrolases 


BL00972A 11.93 5.500e-19 213- 
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231 BL00972D 22.55 2.742e-16 
501-526 BL00972B 9.45 l.OOOe- 
11 297-307 BL00972C 16.48 
3.160e-l 1370-385 BL00972E 
20.72 7.517e-10 526-548 



625 



PD01066 



PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 



PD01066 19.43 6.333e-39 6-45 



628 



BL00039 



DEAD-box subfamily ATP-dependent 
helicases proteins. 



BL00039D 21.67 7.750e-31 478- 
524 BL00039A 18,44 2.000e-25 
198-237 BL00039C 15.63 1.844e- 
15 327-351 BL00039B 19.19 
5.636e-14 242-268 



630 



PD00306 



PROTEIN GLYCOPROTEIN 
PRECURSOR RE. 



PD00306A 10.26 7.000e-12232- 
246 



631 



PD00306 



PROTEIN GLYCOPROTEIN 
PRECURSOR RE. 



PD00306A 10.26 7.000e-12290- 
304 



633 



BL00785 



5 f -nucleotidase proteins. 



BL00785C 9.45 3.625e-16 108- 
122 BL00785E 15.85 4.000e-16 
279-295 BL00785A 9.73 6.500e- 
14 29-40 BL00785B 10.65 
5.500e-13 72-86 BL00785D9.89 
4.000e-12 135-145 



636 



PR00832 



PAXILLIN SIGNATURE 



PR00832E 14.43 9.901e-14 85- 
108 



637 



PR00109 



TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 



PR00109B 12.27 6.362e-13 221- 
240 



638 



PF00635 



MSP (Major sperm protein) domain 
proteins. 



PF00635B 15.84 4.900e-ll 463- 
502 



639 



PR00860 



VERTEBRATE METALLOTfflONEIN 
SIGNATURE 



PR00860B 7.04 1.900e-18 85-99 
PR00860C 9.61 1.474e-14 99-109 
PR00860A 5.46 1.720e- 14 63-76 



641 



PD00066 



PROTEIN ZINC-FINGER METAL- 
BINDL 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.924. 
13.924, 
13.922, 
13.92 2, 
13.92 2, 
13.92 7, 
13.92 8, 
13.92 8, 
13.92 1, 
13.927, 
13.927, 
13.929, 
13.92 9, 
13.92 9, 
13.92 8. 
13.921, 



462e-15 
462e-15 
,800e-14 
800e-14 
800e-14 
000e-14 
800e-14 
800e-14 
500e-13 
000e-13 
000e-13 
500e-13 
500e-13 
500e-13 
615e-10 
600e-09 



271-284 
299-312 
327-340 
383-396 
411-424 
355-368 
439-452 
495-508 
551-564 
467-480 
523-536 
215-228 
243-256 
579-592 
607-620 
187-200 



642 



BL00961 



Ribosomal protein S28e proteins. 



BL00961B 11.24 7.429e-37 67- 
100 BL00961A9.90 4.079e-26 
42-66 



643 



BL00585 



Ribosomal protein S5 proteins. 



BL00585A 28.43 1.391e-40 103- 
155 BL00585B 18.78 3^50e-30 
193-230 



647 



BL00678 



Trp-Asp (WD) repeat proteins proteins. 



BL00678 9.67 9.400e-10 181-192 



648 



PR00876 



NEMATODE METALLOTfflONEIN 
SIGNATURE 



PR00876C 6.15 9.229e-09 112- 
126 



652 



PD01066 



PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 



PD01066 19.43 5.941 e-27 29-68 



653 



BL00047- 



Histone H4 proteins. 



BL00047A 13.53 1.000e-402-41 
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BL00047B6.51 1.429e-4041-74 
BL00047C 12.18 1.310e-38 74- 
104 


654 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 4.109e-25 30-69 


655 


BL01115 


GTP-binding nuclear protein ran proteins. 


BL01115A 10.22 3.483e-17 19-63" 


657 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 8.286e-10 31-40 


658 


BL00125 


Serine/threonine specific protein 
phosphatases proteins. 


BL00125B 21.48 1.000e-40 89- 
135 BL00125C 19.97 1.000e-40 
153-200 BL00125D33.il l.OOOe- 
40 213-268 BL00125A 14.83 
8.941 e-38 47-84 


659 


PD00066 


PROTEIN ZINC-FINGER METAL- 

* * X 1 J 1 J * Jill IV X XX ' \JX/1\ ATI ■ i X Am 1 J 

BIND! 


PD00066 13 92 8 200e-16 4Q2-SfK 
PD00066 13.92 9.308e- 15,380-393 
PD00066 13.92 6.000e-13 352-365 
PD00066 13.92 7.000e-13 240-253 
PD00066 13.92 7.500e-13 268-281 
PD00066 13.92 7.500e-13 408-421 
PD00066 13.92 2.174e-ll 464-477 
PD00066 13.92 l.OOOe- 10 436-449 


660 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.1 89e-26 29-68 


661 


BL00795 


Involucrin proteins. 


BL00795C 17.06 7.882e-15 193- 
238 BL00795C 17.06 3.797e-13 
187-232 BL00795C 17.06 5.014e- 
13 188-233 BL00795C 17.06 
4.506e-12 196-241 BL00795C 
17.06 7.896e-12 191-236 
BL00795C 17.06 1.667e-ll 185- 

230 BL00795C 17.06 2.000e-ll 
198-243 BL00795C 17.06 3.778e- 
11 171-216 BL00795C 17.06 

6.1 lle-1 1 197-242 BL00795C 
17.06 6.444e-l 1194-239 
BL00795C 17.06 8.000e-ll 189- 
234 BL00795C 17.06 8.556e-ll 
192-237 BL00795C 17.06 1.733e- 
10 195-240 BL00795C 17.06 
2.779e-10 184-229 BL00795C 
17.06 4.035e-10 199-244 
BL00795C 17.06 5.081e-10 186- 

231 BL00795C 17.06 6.965e-10 
190-235 BL00795C 17 062 700e- 
09 200-245 BL00795C 17.06 
5.800e-09 175-220 BL00795C 
17.06 6.500e-09 182-227 
BL00795C 17.06 6.600e-09 201- 
246 BL00795C 17.06 6.600e-09 
202-247 BL00795C 17.06 6.600e- 
09 208-253 


662 


BL00469 


Nucleoside diphosphate kinases proteins. 


BL00469 22.22 1.000e-40 149-204 


663 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 9.411e-ll 331- 
385 


664 


BL00601 


Tryptophan pentad repeat proteins (IRF 
family) proteins. 


BL00601A20.29 5.500e-23 7-46 
BL00601B 20.92 3.631e-13 69-98 


665 


BL00082 


Extradiol ring-cleavage dioxygenases 
proteins. 


BL00082A 19.07 8.615e-12 49-72 


666 


DM01537 


kw SKI2W SKI2 NUCLEOLAR 


DM01537B 21.63 4.073e-37 834- 
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HELICASE. 


881 DM01537B 21.63 9.750e-21 " 
1669-1716 DM01537A 15,14 
8.650e-l 8 698-718 DM01537A 
15.14 6.766e-12 1537-1557 


667 


DM01537 


kw SKI2W SKI2 NUCLEOLAR 
HELICASE. 


DM01537B 21.63 7.923e-38 820- 
867 DM01537B 21.63 9.750e-21 
1655-1702 DM01537A 15.14 
8.650e-18 684-704 DM01 537A 
15.14 6.766e-12 1523-1543 


669 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 6.786e-24 849- 
880 BL00107B 13.31 6.727e-13 
916-932 


670 


BL00299 


Ubiquitin domain proteins. 


BL00299 28.84»9.735e-27 37-89 


671 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 6.571e-12 432-475 


676 


PR00861 


ALPHA-LYTIC ENDOPEPTIDASE 
SERINE PROTEASE (S2A) 
SIGNATURE 


PR00861E 9.88 2.385e-09 206- 
221 


678 


BL00225 


Crystallins beta and gamma 'Greek key* 
motif proteins. 


BL00225B 18.06 7.517e-24 1805- 
1840 BL00225B 18.06 8297e-20 
1987-2022 BL00225B 18.06 
2.575e-19 1896-1931 BL00225B 
18.06 8.200e-19 175-210 

DJLVU^Ai JX3 LO.VU JL070— 

1733 BL00225B 18.06 4.808e-14 
73-108 BL00225B 18.06 4.808e- 
14 1596-1631 BL00225B 18 06 
5.5006-142077-2112 BL00225A 
13.82 5.829e- 12 2043-2064 
BL00225A 13.82 3.127e-09 1759- 
1780 


679 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320C 13.01 4.240e-10 169- 
184 PR00320A 16.74 6.294e-10 
169-184 


680 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 1.143e-ll 172- 
215 


681 


PR00852 


XERODERMA PIGMENTOSUM 
GROUP D PROTEIN SIGNATURE 


PR00852H 5.90 1.000e-29 612- 
635 PR00852E8.14 3.769e-27 
348-371 PR00852D 11 38 8 875e- 
27 309-331 PR00852B1108 
2.800e-25 249-269 PR00852I 
17.26 3.500e-25 683-704 
PR00852F 1 1.85 5.909e-24 379- 
398 PR00852G 16.19 4.462e-23 
468-486 PR00852C 8.81 9.143e- 
23 284-303 


682 


BL50058 


G-protein gamma subunit profile. 


BL5O058 27.23 1.375e-35 15-63 


685 


BL00972 


Ubiquitin carboxyl-terrninal hydrolases 
family 2 proteins. 


BL00972A 11.93 7.500e-20 40-58 
BL00972D 22.55 3.903e-16 300- 
325 BL00972B9.45 1.000e-13 
120-130 BL00972E 20.72 5.500b- 
11 325-347 


687 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 4.273e-14 98- 
138 


688 


BL00388 


Proteasome A-type subunits proteins. 


BL00388A 23.14 1.000e-40 8-54 
BL00388B 31.38 3.864e-33 66- 
108 BL00388D 20.71 1.000e-21 
153-184 BL00388C 18.79 8.147e- 
16 126-148 


689 


PD02796 


PROTEIN STEROL CARRIER LIPID- 


PD02796B 20.92 1.105e-15 347- 
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TRAN, 


394 


691 


PD01572 


PHOTOSYSTEM H REACTION 
CENTRE T PROTEIN PHOTOS. 


PD01572 8.774.083e-09 1-31 


692 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.600e-10 488-505 


694 


BL01013 


Oxysterol-binding protein family 
proteins. 


BL01013A 25.14 9.357e-33 527- 
563 BL01013D 26.81 8.235e-23 
814-858 BL01013C9.97 6.211e- 
14 615-625 BL01013B 11.33 
3.605e-13 592-603 


695 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 3.571e-13 164-178 
PD00289 9.97 8.650e-ll 2147- 
2161 PD00289 9.97 2.552e-0923- 
37 


698 


PR00161 


NICKEL-DEPENDENT 
HYDROGENASE/B-TYPE 
CYTOCHROME SIGNATURE 


PR00161C 9.51 4.930e-09 282- 
302 


700 


PR00749 


LYSOZYME G SIGNATURE 


PR00749F 13.63 8.636e-13 139- 
156 PR00749H8.223.681e-12 
173-194 PR00749B 16.54 1.4 We- 
ll 48-70 PR00749C 7.26 3.060e- 
1172-91 PR00749A 10.33 
4.815e-10 24-45 


703 


PR00704 


CALPAIN CYSTEINE PROTEASE (C2) 
FAMILY SIGNATURE 


PR007041 9.52 1.000e-29 476-505 
PR00704D 11.052.500e-27 132- 
158 PR00704E 12.55 5.500e-27 
162-186 PR00704F 13.61 l.OOOe- 
22 187-215 PR00704G 13.87 
1.237e-21 317-339 PR00704H 
13.38 8.138e-21 367-385 
PR00704A 14.68 2.l25e-19 27-51 
PR00704C 11.88 1.257e-17 96- 
113 PR00704B 17.94 1.833e-15 
72-95 


705 


PR00859 


PROKARYOTE METALLOTHIONEIN 
SIGNATURE 


PR00859C 7.06 2.776e-09 94-1 1 1 


706 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 9.581e-26 369- 
416 BL00226B 23.86 3.250e-24 
203-251 BL00226C 13.23 8.269e- 
21 268-299 BL00226A 12.77 
8.200e-14 103-118 


707 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 2.440e-102-15 


708 


BL00361 


Ribosomal protein S 1 0 proteins. 


BL00361B 18.34 5.101e-10 82- 
105 


709 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 2.200e-102-15 


710 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 8.412e-27 160- 
197 BL00514E 14.28 8.909e-16 
219-236 BL00514H 14.95 1.551e- 
15 317-342 BL00514G 15.98 
7.750e-15 284-314 BL00514D 
15.35 4.789e-10 201-214 


711 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 8.714e-12 49-90 


714 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 158- 
202 BL00400D 23.26 2.080e-14 
222-259 BL00400A 21.59 1.600e- 
10 27-59 


715 


BL01154 


RNA polymerases L / 13 to 16 Kd 


BL01154B 24.55 5.500e-36 40-76 
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subunits proteins. 


BL01154A 18.70 3.000e-22 19-40 " 


716 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 9.786e-32 10-49 


717 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 9.206e-14 77- 
102 BL00215A 15.82 8.412e-10 
175-200 


719 


BL00309 


Vertebrate galactoside-binding lectin 
proteins. 


BL00309C 18.65 2.241e-09 62-87 


726 


BL00687 


Aldehyde dehydrogenases glutamic acid 
proteins. 


BL00687E 25.37 7.136e-33 266- 
316 BL00687D 26.00 5.333e-28 
151-198 BL00687B 17.54 3.647e- 
26 39-81 BL00687C 24.13 
6.087e-22 96-133 BL00687F9.55 
2.500e-l 1 352-363 


727 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354N 13.17 1.000e-40 129- 
174 DM0 13540 8.73 6.605e-15 
180-226 


734 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BL 


PD00301A 10.24 6.400e-09 101- 
112 


735 


BL01024 


Protein phosphatase 2A regulatory 
subunit PR55 proteins. 


BL01024A 10.26 1.000e-40 22-69 
BL01024B 8.91 1.000e-40 86-127 
BL01024C 7 80 1 000e-40 146- 
185 BL01024D 13.22 1.000e-40 
185-222 BL01024E 11 96 l.OOOe- 
40 222-266 BL01024F9.42 
L000e-40 266-3 17 BL01024G 
11.09 1.000e-40 3 17-349 
BL01024H 13.88 1.000e-40 389- 
442 


736 


PF00913 


Trypanosome variant surface 
glycoprotein. 


PF00913D 11.90 7.130e-10 24-51 


737 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700D 12.47 2.200e-09 82- 
101 


740 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320C 13.01 1.600e-09 68-83 
PR00320A 16.74 7.366e-09 68-83 


743 


PR00871 


DNA 

NUCLEOHDYLEXOTRANSFERASE 
(TDT) SIGNATURE 


PR00871G 14.48 8.000e-09 178- 
201 


745 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 2.286e-10 33-42 


749 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 5.200e-15 221- 
246 BL00215A 15.82 7.618e-14 
20-45 BL002I5A 15.82 8.851e-ll 
123-148 BL00215B 10.44 9.526e- 
11 69-82 BL00215B 10.44 
7.300e-09 272-285 BL00215B 
10.44 8.500e-09 165-178 


751 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 1.000e-14 370- 
389 BL50002B 15.18 2.200e-10 
408-422 


752 


BL00353 


HMG1/2 proteins. 


BL00353B 11.47 3.089e-12 390- 
440 


753 


PF00622 


Domain in SPla and the RYanodine 
Receptor. 


PF00622B 21.00 4.214e-14 47-69 


754 


BL00211 


ABC transporters family proteins. 


BL00211A 12.23 8.941e-10 66-78 


755 


PR00926 


MITOCHONDRIAL CARRIER 
PROTEIN SIGNATURE 


PR00926F 17.75 7.750e-19 392- 
415 PR00926C 16.07 5.935e-17 
253-274 PR00926D 10.53 2.059e- 
15 301-320 PR00926E 11.70 
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4.971e-15 344-363 PR00926B 
16.07 9.526e-13 210-225 
PR00926A 10.41 1.514e-12 197- 
211 


756 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01 187A 9.98 2.125e-12 324- 
336 BL01 187 A 9.98 4.789e-ll 
377-389 BL01187B 12.04 3.057e- 
10 439-455 


757 


PF00651 


BTB (also known as BR-C/Ttk) domain 
.proteins. 


PF00651 15.00 4.429e-10 43-56 


758 


PR00055 


HIV TAT DOMAIN SIGNATURE 


PR00055A 8.13 8.855e-09 144- 
156 


759 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.304e-ll 110-123 


760 


PR00448 


NSF ATTACHMENT PROTEIN 
SIGNATURE 0 


PR00448D 12.42 3.455e-27 162- 
186 PR00448A 10.74 1.273e-22 
37-57 PR00448B 16.01 9.379e-21 
100-118 PR00448C 11.46 l.OOOe- 
20 129-147 


765 


BL01042 


Homoserine dehydrogenase proteins. 


BL01042A 13.29 5.909e-l 1 74-95 


766 


PR00625 


DNAJ PROTEIN FAMILY 
SIGNATURE 


PR00625A 12.84 2.154e-18 26-46 
PR00625B 13.48 9.000e-16 57-78 


768 


BL00762 


WHEP-TRS domain proteins. 


BL00762A 23.43 8.500e-28 112- 
149 BL00762B 16.14 3.793e-12 
64-78 BL00762A 23.43 6.625e-12 
6-43 BL00762C 15.58 4.176e-09 
459-472 BL00762D 11.15 9.667e- 
09 210-220 


769 


PR00709 


AVIDIN SIGNATURE 


PR00709A 4.60 1.934e-09 1-20 


770 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320C 13.01 1.720e-10262- 
277 PR00320A 16.74 2.853e-10 
262-277 PR00320C 13.01 4.300e- 
09 96-111 PR00320B 12.19 
5.500e-09 262-277 PR00320A 
16.74 6.268e-09 55-70 


771 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 8.714e-12 87- 
101 PR00019A 11.19 1.000e-10 
90-104 


772 


PD02807 


APOLIPOPROTEIN E PRECURSOR 
APO-E GLYCOPROTEIN PLAS. 


PD02807C 8.91 6.308e-10 110- 
159 


773 


PD02807 


APOLIPOPROTEIN E PRECURSOR 
APO-E GLYCOPROTEIN PLAS. 


PD02807C 8.91 6.308e-10 155- 
204 


774 


DM00547 


1 kw CHROMO BROMODOMAIN 
SHADOW GLOBAL. 


DM00547F 23.43 3.942e-28 943- 
990 DM00547E 13.94 9.750e-21 
652-675 DM00547B1128 
l,818e-18 518-532 DM00547C 
17.30 3.53 le-17 546-568 
DM00547A 12.38 1.273e-ll 497- 
509 DM00547D 11.60 9.200e-ll 
622-636 


776 


PR00779 


INOSITOL 1,4,5-TRISPHOSPHATE- 
BINDING PROTEIN RECEPTOR 
SIGNATURE 


PR00779F 14.51 5.147e-09769- 
792 


111 


PR00779 


INOSITOL 1,4,5-TRJSPHOSPHATE- 
BINDING PROTEIN RECEPTOR 
SIGNATURE 


PR00779F 14.51 5.147e-09 742- 
765 


IIS 


PR00779 


INOSITOL 1,4,5-TRISPHOSPHATE- 
BINDING PROTEIN RECEPTOR 
SIGNATURE 


PR00779F 14.51 5.147e-09 742- 
765 
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779 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 2.543e-09 6-45 


781 


PR00205 


CADHERIN SIGNATURE 


PR00205B 1139 3.1 18e-ll 654- 
672 PR00205B 11.39 8.588e-ll 
230-248 PR00205B 11.39 8.527e- 
10 551-569 PR00205B 1139 
4.203e-09 336-354 


783 


BL00625 


Regulator of chromosome condensation 
(RCC1) proteins. 


BL00625B 17.692.167e-19 193- 
227 BL00625A 16.21 5.500e-17 
199-228 BL00625B 17.69 1.885e- 
16 140-174 BL00625B 17.69 
2.770e-16 245-279 BL00625A 
16.21 9.1 15e-16 251-280 
BL00625A 16.21 6.$07e-14 146- 
175 


785 


; PF00084 


Sushi domain proteins (SCR repeat 
proteins. 


PF00084B 9.45 7,188e-10 595-607 
PF00084B 9.45 6.400e-09 656-668 


786 


PF00084 


Sushi domain proteins (SCR repeat 
proteins. 


PF00084B 9.45 7.188e-10 595-607 
PF00084B 9.45 6.400e-09 656-668 


787 


BL00826 


MARCKS family proteins. 


BL00826C 7.63 6.738e-09 203- 
230 


788 


PR00453 


VON WELLEBRAND FACTOR TYPE 
A DOMAIN SIGNATURE 


PR00453A 12.79 1.3 lOe- 14 36-54 
PR00453B 14.65 8.568e-1075-90 


789 


PR00102 


ORNITHINE 

CARBAMOYLTRANSFERASE 
SIGNATURE 


PR00102B 14.82 5.41 8e-09 963- 
977 


790 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030B 7,03 5.500e-ll 199- 
209 


791 


BL00415 


Synapsins proteins. 


BL00415N 4.29 9.519e-10 393- 
437 BL00415N 4.29 2.1 17e-09 
103-147 BL00415N4.29 3.628e- 
09 97-141 BL00415N4.29 
5.664e-09 387-431 


795 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.091e-36 105-144 


799 


PF00731 


AIR carboxylase. 


PF00731C 23.16 7.333e-35 337- 
380 PF0073 IB 19.47 7.429e-28 
299-336 PF00731AJ9.32 6.333e- 
24 268-297 


804 


BL00170 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase signatur. 


BL00170B 20.97 8.071e-09 297- 
337 


805 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 3.400e-10 378-389 
BL00678 9.67 5.800e-10 418-429 
BL00678 9.67 8.800e- 10 295-306 


806 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 7.571e-14 290- 
318 


807 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 9.100e-09 451- 
466 


809 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 4.462e-12 564- 
595 


810 


PR00453 


VON WILLEBRAND FACTOR TYPE 
A DOMAIN SIGNATURE 


PR00453A 12.79 1.310e-1436-54 
PR00453B 14.65 8.568e-10 75-90 


814 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.047e-31 16-55 


815 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.047e-31 16-55 


817 


PR00193 


MYOSIN HEAVY CHAIN 
SIGNATURE 


PR00193D 14.36 5.154e-36 125- 
154 PR00193E 19.47 3.919e-18 
179-208 


818 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 


PR00830A 8.41 9.571e-ll 115- 
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PROTEASE (S16) SIGNATURE 


.135 


819 


BL00126 


3'5'-cyclic nucleotide phosphodiesterases 
proteins. 


BL00126C 22.07 7.857e-24 528- 
569 BL00126E 35.22 3.714e-15 
669-724 BL00126D 25.50 1.173e- 
14584-623 BL00126B 15.20 
1.000e-12 502-514 BL00126A 
27.56 3.361e-09 461-498 


820 


PR00511 


TEKHN SIGNATURE 


PR00511B 12.25 8.826e-22 174- 
195 PR00511A 13.59 7.723e-ll' 
155-172 


821 


BL00741 


Guanine-nucleotide dissociation 
stimulators CDC24 family sign. 


BL00741B I4.27 2.800e-15 13-36 


822 


PF00780 


Domain found in NUCl-like kinases, 
mouse citron and yeast ROM. 


PF007801 14.69 4.825e-09 23 1- 
261 


827 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 5.235e-ll 144- 
163 


828 


BL00326 


Tropomyosins proteins. 


BL00326D 8.76 9.357e-l 1 545- 
586 


829 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 1.000e-40 46-85 
PD02448B 10 17 1 000e-40 85- 
133 PD02448C 13.62 1.000e-40 
152-189 PD02448E 11.33 9.000e- 
30 235-261 PD02448F 14.22 
9.654e-25 279-303 PD02448D 
11.48 3.659e-18 197-211 
PD02448G 10.73 7.857e-16 305- 
318 


830 


BL00720 


Guanine-nucleotide dissociation 
stimulators CDC25 family sign. 


BL00720B 16.57 4.500e-23 483- 
507 


831 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 6.625e-21 143- 
174 BL00107B 13.31 4.214e-10 
213-229 


832 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 5.787e-ll 32-57 


833 


PR00497 


NEUTROPHIL CYTOSOL FACTOR 
P40 SIGNATURE 


PR00497A 6.92 4.375e-09 41-59 


834 


BL00229 


Tau and MAP proteins tubuiin-binding 
domain proteins. 


BL00229A 23.57 9.565e-10 99- 
138 


835 


BL00421 


Transmembrane 4 family proteins. 


BL00421E 20.97 2216e-09 1053- 
1083 


836 


BL00795 


Involucrin proteins. 


BL00795B 12.41 7.93 le-09 405- 
445 


837 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 1.000e-17 34-53 
PR00020B 15.52 5.846e-16 68-85 
PR00020D 12.70 2.543 e- 15 147- 
162 PR00020C 13.66 3.483e-13 
95-107 PR00020E8.64 6.586e-13 
165-179 


838 


BL50017 


Death domain proteins profile. 


BL50017B 17.60 6.897e-13 1499- 
1515 


839 


PF00850 


Histone deacetylase family. 


PF00850C 14.55 9.542e-09 1352- 
1369 


840 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 4.500e-12 44-60 
PF00023B 14.20 7.923e-ll 73-83 
PF00023B 14.20 9.000e-10 139- 
149 PF00023B 14^0 5.500e-09 
40-50 


842 


BL01194 


Ribosomal protein L15e proteins. 


BL01194B 13.66 1.000e-40 37-85 
BL01194C 12.35 9250e-40 103- 
138 BL01194A 18.70 7.632e-38 
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2-37 BL01194D 19.02 2.658e-36 
139-178 


843 


BL00610 


Sodium neurotransmitter symporter 
family proteins. 


BL00610A 17.73 l,000e-40 40-90 
BL00610B 23.65 1.000e-40 104- 
154 BL00610C 12.94 1.000e-40 
206-258 BL00610E 20.34 l.OOOe- 
40 355-398 BL00610F 29.02 
1.000e-40 454-509 BL00610D 
20.97 6.063e-35 272-325 
BL00610G 12.89 8.588e-13 514- 
537 


845 


BL00143 


Insulinase family, zinc-binding region 
proteins. 


BL00143A 20.91 4.300e-20 94- 
121 BL00143C 14.16 5.500e-13 
245-258 BL00143B 14.41 9.053e- 
10 141-156 


846 


PR00543 


OESTROGEN RECEPTOR 
SIGNATURE 


PR00543D 10.87 1.355e-09 898- 
914 


847 


PR00543 


OESTROGEN RECEPTOR 
SIGNATURE 


PRD0543D 10.87 1.355e-09 898- 
914 


848 


BL00824 


Elongation factor 1 beta/beta'/delta chain 
proteins. 


BL00824C 14.58 1.000e-40 129- 
167 BL00824D 14.04 6.192e-39 
167-202 BL00824B 9.21 2.080e- 
2196-116 BL00824E 12.49 
3333e-19 210-226 BL00824A 
13.78 8.650e-14 19-34 


849 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 1.000e-40 12-51 


850 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7.3 16e-24 10-49 


852 


BL01272 


Glucokinase regulatory protein family 
proteins. 


BL01272B 19.61 6.870e-30 136- 
171 BL01272C 11.68 3.314e-25 
249-274 BL01272A 6.49 1.23 le- 
18 99-117 


853 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 9.341e-20 65- 
106 


854 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 6.850e-ll 140-154 


858 


PR00450 


RECOVERED FAMILY SIGNATURE 


PR00450C 12.22 3350e-25 68-90 
PR00450B 11.76 8.125e-23 22-42 
PR00450D 16.58 8.920e-22 92- 
112 PR00450E 12.14 1.581e-19 
114-133 PR00450G 15.33 5.500e- 
19 166-187 PR00450F 12.30 
4.375e-15 140-156 PR00450A 
13.58 1.857e-14 8-23 


860 


BL00027 


'Homeobox 1 domain proteins. 


BL00027 26.43 7.188e-27 74-117 


866 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477L 23.51 7.480e-20 54-87 


867 


BL01078 


Molybdenum cofactor biosynthesis 
proteins. 


BL01078B 14.20 1.621e-20408- 
429 BL01078A 10.16 2.000e- 13 
366-379 BL01078D5.99 3.455e- 
11 566-576 BL01078C 10.52 
3.793e-l 1501-513 


868 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 5.800e-24 462- 
489 BL01177C 17.39 5.333e-19 
416-435 BL01177B 13.61 7.840e- 
16122-138 BL01177D 17.50 
1.900e-15 441-459 


869 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 5.800e-24 415- 
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442 BL01177C 17.39 5.333e-19 
369-388 BL01177B 13.61 7.840e- 
16 122-138 BL01177D 17.50 
1.900e-15 394-412 


871 


BL50007 


Phosphatidylinositol-specific 
phospholipase X-box domain proteins 
prof. 


BL50007A 19.61 1.000e-40 322- 
368 BL50007D 19.54 1.000e-40 
589-631 BL50007B 20.90 6.700e- 
36 383-421 BL50007E 25.63 
9.053e-33 748-785 BL50007C 
8.97 5.200e-19 452-469 


872 


BL00972 


Ubiquitin carboxyl-tennmd hydrolases 
family 2 proteins. 


BL00972D 22.55 3.250e-17 90- 
115 


874 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 4.250e-09 370- 
386 


877 


BL00741 


Guanine-nucleotide dissociation 
stimulators CDC24 family sign. 


BL00741B 14.27 5.500e-13 1343- 
1366 


878 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.525e-09 52-85 


881 


PD02807 


APOLIPOPROTEIN E PRECURSOR 
APO-E GLYCOPROTEIN PLAS. 


PD02807E 10.90 4 f 702e-09 358- 
407 


882 


. PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 7,188e-37 8-47 


885 


PF00023 


Auk repeat proteins. 


PF00023A 16.03 8.071e-09 10-26 


886 


PR00372 


BIOPTERIN-DEPENDENT 
AROMATIC AMINO ACID 
HYDROXYLASE SIGNATURE 


PR00372B 10.30 9.308e-27 225- 
248 PR00372A 13.39 7.000e-24 
134-154 PR00372E 12.62 2.125e- 
23 360-380 PR00372C7.90 
3.025e-22 289-309 PR00372F 
13.09 6.333e-21 395-414 
PR00372D 10.22 1.000e-19 329- 
348 


887 


BL00301 


GTP-binding elongation factors proteins. 


BL00301B 20.09 2.800e-24 103- 
135 BL00301A 12.41 4.3 16e-13 
21-33 


888 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 1.667e-09 30-39 


889 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BENDING NU. 


PD01066 19.43 4.906e-26 6-45 


890 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 7.652e-09 113- 
123 


892 


BL01022 


PTR2 family proton/oligopeptide 
symporters proteins. 


BL01022B 22.19 6.016e-14 72- 
118 BL01022E23.51 1.173e-12 
472-508 BL01022A 11.58 9.135e- 
12 42-61 BL01022D9.42 3.455e- 
11 199-212 


893 


PD02407 


3-BISPHOSPHOGLYCERATE- 
INDEPENDENT PHOSPHOGLYCER. 


PD02407K 12.59 $.529e-10 360- 
383 


894 


PD02407 


3-BISPHOSPHOGLYCERATE- 
INDEPENDENT PHOSPHOGLYCER. 


PD02407K 12.59 6.529e-10 360- 
383 


895 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237B 13.50 9.100e-14 116- 
138 PR00237F 13.57 1.360e-13 
312-337 PR00237G 19.63 9.069e- 
13 353-380 PR00237E 13.03 
7.120e-12 243-267 PR00237D 
8.94 4.150e-l 1194-216 
PR00237A 11.48 4.375e-ll 83- 
108 


896 


BL00129 


Glycosyl hydrolases family 31 proteins. 


BL00129D 16.76 8.258e-26 634- 
678 BL00129A 26.21 1.720e-25 
384-430 BL00129E 22.60 4.857e- 
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23 698-734 BL00129C 15.12 
1.750e-22 596-624 BL00129B 
19.19 5.891e-18 495-522 
BL00129F 26.19 7.545e-15 814- 
852 


897 


BL00598 


Chromo domain proteins. 


BL00598 14.45 1.220e-13 9-31 


898 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 6.000e-09 396-405 


899 


PD01101 


INHIBITOR HEAVY CHAIN 
CHANNEL IN. 


PD01101B 21.53 1.000e-40274- 
327 PD01101D 24.45 1.000e-40 
457-512 PD01101A 18.25 6.268e- 
23 83-117 PD01101C 12.69 
1.237e-16 366-386 PD01101E 
6.73 7.750e-12 566-576 


900 


PR00600 


PROTEIN PHOSPHATASE PP2A 55KD 
REGULATORY SUBUNIT 
SIGNATURE 


PR00600A 11.61 5.979e-09 31-52 


901 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.116e-31 24-63 


903 


BL01115 


G TP-bin ding nuclear protein ran proteins. 


BL01 1 15A 10.22 1.509e-l 1 21-65 


906 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.174e-13 539- 
572 DM00215 19.43 4.750e- 12 
549-582 DM00215 19.43 9.824e- 
11 551-584 DM00215 19.43 
2.929e- 1 0 548-581 DM00215 
19.43 4.054e- 10 550-583 
DM00215 19.43 5.339e-10 552- 
585 DM00215 19.43 7. 107e-10 
544-577 


907 


PR00988 


URIDINE KINASE SIGNATURE 


PR00988A 6.39 6.276e-12 314- 
332 


908 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 5.950e-17 1125- 
1156 


909 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 5.950e-17 1118- 
1149 


910 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 8.560e-13 150- 
181 


911 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 8.560e-13 150- 
181 


912 


PF00856 


SET domain proteins. 


PF00856A 26. 14 4.553e-l 1 243- 
280 


913 


PF00628 


PHD-finger. 


PF00628 15.84 6.400e-13 197-212 


914 


PR00962 


LETHAL(2) GIANT LARVAE 
PROTEIN SIGNATURE 


PR00962D 10.40 1.000e-27435- 
459 PR00962G 15.71 4.086e-26 
593-618 PR00962Bll.98 9.122e- 
26 296-319 PR00962A 1328 
6.143e-22 15-34 PR00962C8.00 
4.000e-21 348-369 PR00962F 
12.39 9.769e-21 552-572 
PR00962H 13.32 2.636e-20 623- 
643 PR009621 11.68 9.786e-20 
692-712 PR00962E 8.81 2.91 5e- 
18 515-534 


915 


PR00962 


LETHAL(2) GIANT LARVAE 
PROTEIN SIGNATURE 


PR00962D 10.40 l.OOOe-27 365- 
389 PR00962G 15.71 4.086e-26 
523-548 PR00962A13.28 6.143e- 
22 15-34 PR00962C 8.004.000e- 
21 278-299 PR00962F 12.39 
9.769e-21 482-502 PR00962H 
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13.32 2.636e-20 553-573 
PR009621 1 1.68 9.786e-20 622- 
642 PR00962E8.812.915e-18 
445-464 


916 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134A 11.96 5.886e-14 90- 
107 


917 


BL00478 


LIM domain proteins. 


BL00478B 14.79 8.393e-13 211- 
226 BL00478B 14.79 6.712e-10 
271-286 


918 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 5.729e-09 973- 
988 


922 


BL00150 


Acylphosphatase proteins. 


BL00150 25.33 1.000e-40 37-84 


924 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 8.063e-0979- 
113 


925 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072D 30.08 2.837e-24 280- 
33 1 BL00072E 24. 12 8.200e-24 
368-41 1 BL00072C 25.30 7.873e- 
20 226-267 BL00072B 9.48 
6.049e-12 183-196 


927 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 1.692e-13 229- 
256 BL00237A 27.68 6.657e-13 
90-130 BL00237D 11.23 9.571e- 
13 290-307 


928 


BL01033 


Globins profile. 


BL01033A 16.94 7.923e-18 25-47 
BL01033B 13.81 1.000e-15 93- 
105 


929 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 8.714e-13 203- 
253 


932 


BL00415 


Synapsins proteins. 


BL00415N4.29 9.519e-10 353- 
397 BL00415N 4.29 2.1 17e-09 
63-107 BL00415N4.29 3.628e-09 
57-101 BL00415N4.29 5.664e-09 
347-391 


933 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN 


PD02448A 9.37 1 .000e-40 46-85 
PD02448B 10,17 1.000e-40 85- 
133 PD02448C 13.62 1.000e-40 
152-189 PD02448E 11.33 9.000e- 
30 223-249 PD02448F 14.22 
9.654e-25 267-291 PD02448D 
11.48 3.659e-18 197-211 
PD02448G 10.73 7.857e-16 293- 
306 


934 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 9.083e-10 136- 
175 


935 


BL01115 


GTP-binding nuclear protein ran proteins. 


BL01 1 15A 10.22 4.696e-10 67- 
111 


936 


BL00019 


Actinin-type actin-binding domain 
proteins. 


BL00019D 15.33 8.138e-14 865- 
895 


937 


PR00762 


CHLORIDE CHANNEL SIGNATURE 


PR00762A 14.22 4.000e-22 183- 
201 PR00762C9.29 1.000e-21 
268-288 PR00762E 12.07 3.250e- 
20 520-537 PR00762D 11.29 
1.000e-19 470-491 PR00762F 
15.12 1.429e-19 538-558 
PR00762B 12.12 1.818e-18214- 
234 PR00762G 14.13 3.455e-17 
577-592 


938 


BL00027 


•Homeobox' domain proteins. 


BL00027 26.43 9.500e-25 291-334 


939 


DM01111 


4 kw PHOSPHATASE 


DM01111E 17.28 1.568e-10248- 
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TRANSFORMING 61K PDF1. 


297 DM01 11 IE 17.28 5.168e-10 
659-708 DM01 11 ID 16.76 
5.263e-09 279-325 DM01 1 1 1M 
10.67 8.674e-09 91 1-935 


940 


BL00107 


Protein kinases A TP-binding region 
proteins. 


BL00107B 13.31 l.OOOe-14293- 
309 BL00107A 18.39 6.760e-13 
229-260 


942 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 9.832e-ll 543- 
597 


943 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 3.500e-35 8-47 


945 


BL00989 


Clathrin adaptor complexes small chain 
proteins. 


BL00989B 26.51 1.000e-40 66- 
117 BL00989A 11.66 1.000e-13 
5-19 


946 


PR00178 


FATTY ACID-BINDING PROTEIN 
SIGNATURE 


PR00178D 13.52 9.571e-09 450- 
469 


947 


BL00178 


Aminoacyl-transfer RNA synthetases 
class-I proteins. 


BL00178B 7.11 4.857e-09 713- 
724 


948 


PF00628 


PHD-finger. 


PF00628 15.84 8.412e-14 201-216 


951 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 2.050e-10 180- 
230 


952 


PR00926 


MITOCHONDRIAL CARRIER 
PROTEIN SIGNATURE 


PR00926F 17.75 4.300e-ll 26-49 
PR00926F 17.75 6.348e-09 134- 
157 


955 


PF00109 


Beta-ketoacyl synthase. 


PF00109 13.08 2.846e-12 342-357 


957 


PR00069 


ALDO-KETO REDUCTASE 
SIGNATURE 


PR00069A 16.01 8.826e-24 26-51 
PR00069B 11.33 1.514e-17 86- 
105 PR00069C 16.03 8.816e-14 
155-173 


958 


PF00583 


Acetyltransferase (GNAT) family. 


PF00583A 12.53 5.500e-10 631- 
642 


961 


PR00328 


GTP-BINDING SARI PROTEIN 
SIGNATURE 


PR00328A 10.62 8.740e-10 7-31 


962 


BL00354 


HMG-I and HMG-Y DNA-binding 
domain proteins (A+T-hook). 


BL00354A3.83 9.438e-10 1489- 
1499 


963 


BL00354 


HMG-I and HMG-Y DNA-binding 
domain proteins (A+T-hook). 


BL00354A 3.83 9.438e-10 1489- 
1499 


964 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 7.188e-27 53-96 


965 


PF00992 


Troponin. 


PF00992A 16.67 2.421 e-09 581- 
616 


966 


PR00515 


5-HYDROXYTRYPTAMTNE IF 
RECEPTOR SIGNATURE 


PR00515D7.91 5.741e-09 13-33 


967 


BL00579 


Ribosomal protein L29 proteins. 


BL00579B 21.99 5.065e-21 164- 
194 


970 


BL00504 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 
proteins. 


BL00504C 18.68 2.227e-24 34-59 
BL00504D 10.43 7.261e-21 75-93 


973 


PF00580 


UvrD/REP helicase. 


PF00580A 13.37 4.720e-09 249- 
271 


974 


PR00456 


RIBOSOMAL PROTEIN P2 
SIGNATURE 


PR00456F5.86 1.000e-10 242-254 


975 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 4.429e-22 99- 
139 


976 


BL00031 


Nuclear hormones receptors DNA- 
binding region proteins. 


BL00031A 19.55 7.158e-33 60-93 
BL00031B 22.25 5.500e-28 94- 
126 


977 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-16 196-209 
PD00066 13.92 8.200e-16 336-349 
PD00066 13.92 2.385e-15 476-489 
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PD00066 13.92 9.308e-15 252-265 
PD00066 13.92 2.800e-14 448-461 
PD00066 13.92 4.600e-14 392-405 
PD00066 13.92 5.200e-14 280-293 
PD00066 13.92 4.000e-13 224-237 
PD00066 13.92 4.429e-12 308-321 
PD00066 13.92 9.571 e-12 420-433 
PD00066 13.92 6.870e-il 168-181 


978 


BL00721 


Formate— tetrahydrofolate ligase proteins. 


BL00721B 13.21 1.000e-40 346- 
401 BL00721D 13.90 1.000e-40 
538-592 BL00721E 13.46 l.OOOe- 
40 597-646 BL007211 18.79 
2.500e-40 814-860 BL00721H 
21.20 8.239e-39 763-814 
BL00721A 15.31 9.719e-32 287- 
321 BL00721C 16.92 4.000e-30 
498-535 BL00721F 15.96 8.232e- 
27 660-702 BL0072rG 7.97 
3.017e-10 721-734 


981 


PD00126 


PROTEIN REPEAT DOMAIN TPR 
NUCLEA. 


PD00126A 22.53 2.552e-09 180- 
201 


982 


BL00869 


Renal dipeptidase proteins. 


BL00869C 12.58 3.172e~19 59-95 
BL00869E 13.12 9.129e-18 120- 
157 BL00869J 15.60 6.032e-17 

16 219-242 BL00869G 13 55 
2.543e-16 192-214 BL00869F 
12.77 7.03 le-14 157-192 
BL008691 12.92 3.274e-12 242- 
270 BL00869D 14.02 5.282erl0 
95-124 BL00869B 15.55 9.382e- 
10 31-61 


983 


PR00196 


ANNEXDST FAMILY SIGNATURE 


PR00196F 13.89 2.125e-09 92-108 


984 


BL00485 


Adenosine and AMP deaminase proteins. 


BL00485D 30.82 2.427e-10 154- 
209 



* Results include in order: accession number subtype; raw score; p-vahie; position of signature in amino acid 
sequence 
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SEQD) 
NO: 


PFAM NAME 


DESCRIPTION 


p-value 


PFAM 
SCORE 


2 


ig 


Immunoglobulin domain 


3.9e-17 


60.3 


3 


HSP90 


Hsp90 protein 


0 


1548.4 


6 


tsp 1 


Thrombospondin type 1 domain 


0.002 


22.1 


7 


7tmJ 


7 transmembrane receptor (rhodopsin 
family) 


6.7e-08 


27.3 


9 


PWWP 


PWWP domain 


8.1e-16 


66.0 


12 


Clq 


Clq domain 


1.7e-26 


101.5 


13 


Clq 


Clq domain 


2e-20 


81.3 


14 


Aajrans 


Transmembrane amino acid 
transporter protein 


2.7e-42 


153.9 


15 


El-E2„ATPase 


E1-E2 ATPase 


6.3e-124 


412.2 


16 


trypsin 


Trypsin 


1.2e-87 


278.6 


17 


ig 


Immunoglobulin domain 


7.6e-12 


43.2 


18 


lectin c 


Lectin C-type domain 


0.0003 


21.2 


20 


AlphaJL_fucos 


Alpha-L-fucosidase 


l^e-217 


736.5 



185 



SEQH) 
NO: 


PFAM NAME 


DESCRIPTION 


p-value 


PFAM 
SCORE 


22 


pkinase 


Eukaryotic protein kinase domain 


3.3e-87 


303.1 


23 


pkinase 


Eukaryotic protein kinase domain 


2.7e-85 


296.8 


24 


pkinase 


Eukaryotic protein kinase domain 


2.7e-85 


296.8 


25 


ank 


Ank repeat 


5.5e-14 


59.9 


27 


pkinase 


Eukaryotic protein kinase domain 


1.5e-100 


347.4 


28 


spectrin 


Spectrin repeat 


4e-57 


203.2 


29 


spectrin 


Spectrin repeat 


4e-57 


203.2 


30 


WD40 


WD domain, G-beta repeat 


1.2e-07 


38.8 


33 


rrm 


RNA recognition motif. 


l.le-17 


72.2 


34 


inn 


RNA recognition motif. 


l.le-17 


72.2 


36 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


3e-36 


117.3 


37 


ank 


Ank repeat 


5.9e-25 


96.3 


38 


SRP-TF 


SRF-type transcription factor 


1.4e-36 


133.9 


40 


alk_phosphatase 


Alkaline phosphatase 


0 


1034.9 


44 


zf-C2H2 


Zinc finger, C2H2 type 


8.6e-103 


354.9 


45 


sugar_tr 


Sugar (and other) transporter 


3.1e-08 


40.3 


47 


7tm_2 


7 transmembrane receptor (Secretin 
family) 


6.4e-79 


275.6 


50 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-98 


341.0 


51 


filament 


Intermediate filament proteins 


1.2e-176 


600.3 


52 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


2.7e-10 


37.7 


53 


Cadherin_C__ter 
m 


Cadherin cytoplasmic region 


1.9e-94 


327.2 


54 


S 100 


S-100/ICaBP type calcium binding 
domain 


5.2e-18 


73.3 


58 


inositol P 


Inositol monophosphatase family 


5e-13 


49.8 


59 


7tmJ 


7 transmembrane receptor (rhodopsin 
family) 


8.8e-46 


147.6 


60 


Kunitz_BPTI 


Kunitz/Bovine pancreatic trypsin 
inhibito 


3.7e-47 


148.6 


62 


DAD 


DAD family 


2,5e-74 


260.3 


63 


MOZ SAS 


MOZ/S AS family 


5.9e-133 


455.1 


64 


MOZ SAS 


MOZ/SAS ftmily 


1.7e-123 


423.6 


65 


ras 


Ras family 


9.3e-89 


308.3 


67 


Hamlp__like 


Haml family 


3.7e-49 


176.7 


68 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


5.2e-39 


126.1 


70 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-112 


387.3 


71 


Peptidase_M41 


Peptidase family M41 


1.2e-110 


381.0 


72 


abhydrolase 


alpha/beta hydrolase fold 


9.8e-05 


26.5 


81 


K tetra 


K+ channel tetramerisation domain 


0.022 


-16.8 


82 


pkinase 


Eukaryotic protein kinase domain 


5e-49 


176.3 


84 


AAA 


ATPases associated with various 
cellular act 


1.3e-77 


271.3 


85 


homeobox 


Homeobox domain 


1.4e-28 


108.3 


87 


TGF-beta 


Transforming growth factor beta like 


6.7e-68 


210.2 


91 


mito can* 


Mitochondrial carrier proteins 


4.6e-57 


198.5 


95 


adenylatekinase 


Adenylatekinase 


l.le-15 


60.0 


96 


ig 


Immunoglobulin domain 


4.1e-20 


69.8 


99 


CNH 


CNH domain 


3.4e-120 


412.7 


100 


homeobox 


Homeobox domain 


7.4e-32 


119.3 


101 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-47 


170.8 


102 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-89 


309.4 


103 


dynamin 


Dynamin family 


1.4e-150 


513.6 


104 


lectin c 


Lectin C-type domain 


4.2e-15 


63.6 


105 


lectin c 


Lectin C-type domain ' 


4^e-15 


63.6 


108 


metalthio 


Metallothionein 


2e-25 


97.9 
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NO: 


PFAM NAME 


DESCRIPTION 


p-value 


PFAM 
SCORE 


112 


HSP20 


Hsp20/alpha crystaliin family 


2.6e-20 


77.7 


115 


EF TS 


Elongation fector TS 


3.8e-63 


221.1 


116 


sugar_tr 


Sugar (and other) transporter 


4e-63 


223.1 


118 


catalase 


Catalase 


0 


1158.9 


119 


UCH 


Ubiquitin carboxyl-terminal 
hydrolase, famil 


le-10 


24.4 


122 


metalthio 


Metallothionein 


2.8e-25 


97.4 


125 


adh short 


short chain dehydrogenase 


1.6e-45 


164.6 


126 


KRAB 


KRAB box 


7.9e-25 


95.9 


127 


G-alpha 


G-protein alpha subunit 


le-249 


843.0 


128 


mito can* 


Mitochondrial carrier proteins 


2e-65 


2112 


131 


EF1BD 


EF-1 guanine nucleotide exchange 
domain 


4.9e-53 


189.6 


132 


GYF 


GYF domain 


4.9e-28 


106.6 


133 


GYF 


GYF domain 


4.9e-28 


106.6 


134 


lipocalin 


Lipocalin / cytosolic fatty-acid 
binding pr 


2.1e-33 


119.1 


135 


pkinase 


Eukaryotic protein kinase domain 


3.3e-86 


299.8 


136 


ank 


Ank repeat 


2.2e-29 


111.1 


137 


EL8 


Small cytokines 
(intecrine/chemokine), inter 


3.1e-18 


65.2 


139 


pyridoxal_deC 


Pyridoxal-dependent decarboxylase 
conse 


0.00011 


19.0 


140 


cadherin 


Cadherin domain 


1.3e-88 


307.8 


142 


efhand 


EF hand 


5.7e-33 


123.0 


143 


Acyltransferase 


Acyltransferase 


2e-29 


111.2 


146 


cytochrome^: 


Cytochrome c 


1.7e-33 


124.7 


147 


pkinase 


Eukaryotic protein kinase domain 


2.3e-86 


300,3 


148 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


1.7e-09 


45.0 


149 


aldo ket red 


Aldo/keto reductase family 


7.4e-189 


640.8 


150 


bomeobox 


Homeobox domain 


3.2e-08 


38.7 


151 


PseudoU synth 
1 


tRNA pseudouridine synthase 


4.7e-57 


203.0 


152 


abhydrolase 


alpha/beta hydrolase fold 


1.7e-31 


118.0 


153 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


l.le-09 


45.6 


156 


PHD 


PHD-finger 


7.6e-15 


62.8 


157 


fii3 


Fibronectin type IE domain 


0.015 


21.9 


158 


homeobox 


Homeobox domain 


2.7e-27 


104.1 


160 


PWI 


PWI domain 


3.9e-24 


93.6 


162 


DnaJ 


DnaJ domain 


2e-06 


34.8 


164 


Cbl_N 


CBL proto-oncogene N-terminal 
domain 


8e-117 


401.5 


166 


metalthio 


Metallothionein 


3.1e-26 


100.6 


167 


LRR 


Leucine Rich Repeat 


0.00069 


26.3 


169 


fibrinogen^ 


Fibrinogen beta and gamma chains, 
C-term 


5.3e-180 


611.4 


170 


fibrtaogen_C 


Fibrinogen beta and gamma chains, 
C-term 


5.3e-180 


611.4 


171 


fibrinogen_C 


Fibrinogen beta and gamma chains, 
C-term 


le-149 


510.8 


173 


homeobox 


Homeobox domain 


1.5e-29 


111.6 


174 


FYVE 


FYVE zinc finger 


7.4e-28 


103.8 


175 


GRIP 


GRIP domain 


3.9e-08 


40.5 


182 


pkinase 


Eukaryotic protein kinase domain 


3.4e-71 


250.0 


185 


CAP GLY 


CAP-Gly domain 


5.6e-51 


182.8 


186 


TBC 


TBC domain 


2^e-50 


180.8 


187 


TBC 


TBC domain 


2.2e-50 


180.8 
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NO: 


PFAM NAME 


DESCRIPTION 


p-value 


PFAM 
SCORE 


188 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


4e-13 


57.0 


189 


Kelch 


Kelch motif 


5.2e-106 


365.6 


190 


Tropomyosin 


Tropomyosins 


3.8e-171 


535.4 


192 


Rieske 


Rieske [2Fe-2S] domain 


0.0016 


18.5 


199 




Immunoglobulin domain 


5.9e-19 


66.1 


202 


EGF 


EGF-like domain 


3.4e-54 


193.5 


203 * 


trefoil 


Trefoil (P-type) domain 


le-24 


95.5 


204 


TBC 


TBC domain 


8.5e-38 


139.0 


205 


efhand 


EFhand 


0.0096 


22.6 


206 


ISKChannel 


Slow voltage-gated potassium 
channel 


0.0031 


8.1 


207 


trefoil 


Trefoil (P-type) domain 


2.9e-48 


173.7 


209 


Ribosomal SI 3 


Ribosomal protein S13/S18 


1.2e-78 


274.7 


210 


hemopexin 


Hemopexin 


1.3e-62 


221.5 


213 


TBC * 


TBC domain 


2.5e-48 


174.0 


215 


Basic 


Myogenic Basic domain 


4.3e-50 


179.8 


216 


Ribosomal L24 


KOW motif 


8.2e-23 


89.2 


222 


m3 


Fibronectin type III domain 


7,3e-141 


481.4 


223 


cofilin_ADF 


Cofilin/tropomyosin-type actin- 
binding pr 


9.3e-47 


168.8 


224 


efhand 


EFhand 


6.1e-06 


33.2 


225 


Pterin_4a 


Pterin 4 alpha carbinolamine 
dehydratase 


9.3e-42 


152.1 


228 


ABC tran 


ABC transporter 


4.1e-110 


379.2 


234 


El DerP2 DerF 
2 


El family 


3.7e-90 


312.9 


235 


El DerP2 DerF 
2 


El family 


1.6e-48 


174.6 


237 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


1.7e-25. 


98.1 


238 


Opiods_neurope 
P 


Vertebrate endogenous opioids 
neurope 


1.8e-159 


543.2 


239 


eIF-5a 


Eukaryotic initiation factor 5A 
hypusine 


5.9e-104 


358.8 


240 


Amino oxidase 


Flavin containing amine oxidase 


2.5e-ll 


37.8 


243 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-99 


343.6 


244 


Band 7 


SPFH domain / Band 7 family 


2.3e-53 


190.7 


245 


ank 


Ank repeat 


1.6e-88 


307.5 


246 


zf-C2H2 


Zinc finger, C2H2 type 


6.7e-49 


175.9 


247 


actin 


Actin 


2.3e-42 


140.3 


248 


ER_lumen_recep 
t 


ER lumen protein retaining receptor 


2.4e-155 


529.5 


250 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


2.2e-38 


140.9 


252 


Collagen 


Collagen triple helix repeat (20 
copies) 


1.4e-13 


58.6 


255 


C2 


C2 domain 


0.052 


7.8 


257 


CAP GLY 


CAP-Gly domain 


1.4e-20 


81.8 


260 


WD40 


WD domain, G-beta repeat 


9.9e-62 


218.5 


261 


WD40 


WD domain, G-beta repeat 


9.9e-62 


218.5 


262 


WD40 


WD domain, G-beta repeat 


9.9e-62 


218.5 


263 


cofilinADF 


Cofilin/tropomyosin-type actin- 
binding pr 


7.8e-21 


82.6 


264 


Ribosomal L14 


Ribosomal protein L14p/L23e 


9.2e-10 


40.6 


265 


SAPA 


Saposin A-type domain 


4.4e-27 


103.4 


266 


SAPA 


Saposin A-type domain 


4.4e-27 


103.4 


267 


ABC tran 


ABC transporter 


9.5e-39 


142.2 


269 


Ribosomal_L14 


Ribosomal protein L14p/L23e 


6.2e-62 


219.2 


270 


abhydrolase 


alpha/beta hydrolase fold 


0.042 


-3.3 


272 


ras 


Ras family 


4.3e-87 


302.8 
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NO: 


PFAM NAME 


DESCRIPTION 
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PFAM 
SCORE 


273 


nm 


RNA recognition motif. 


0.074 


14.6 


275 


lipocaiin 


Lipocaiin / cytosolic fatty-acid 
binding pr 


2.5e-41 


146.4 


276 


ras 


Ras family 


l.le-67 


238.3 


277 


UCH 


Ubiquitin carboxyl-tenninal 
hydrolase, famil 


1.2e-147 


503.9 


278 


START 


START domain 


3.2e-09 


44.1 


279 


WD40 


WD domain, G-beta repeat 


1.8e-27 


104.7 


282 


G-patch 


G-patch domain 


7.8e-22 


86.0 


287 


Anti_proliferat 


BTG1 family 


1.2e-101 


351.0 


289 


KRAB 


KRAB box 


7.1e-21 


82.8 


293 


7tm 3 


7 transmembrane receptor 


3.3e-73 


256.6 


295 


SET 


SET domain 


5e~30 


113.2 


296 


Pyridox_oxidase 


Pyridoxamine 5-phosphate oxidase 


1.3e-76 


268.0 


297 


rrm 


RNA recognition motif. 


5.4e-45 


162.9 


298 


Ubie_methyltran 


ubiE/COQ5 methyltransferase family 


6.3e-05 


-96.3 


299 


Ubie_methyltran 


ubiE/COQ5 methyltransferase family 


0.0024 


-118.1 


301 


Cyt_reductase 


FAD/NAD-binding Cytochrome 
reductase 


7.7e-61 


215.5 


302 


G-patch 


G-patch domain 


3.1e-14 


60,7 


307 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


7.7e-43 


138.2 


308 


PH 


PH domain 


0.0015 


17.8 


310 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


l,4e-84 


270.8 


311 


Rhodanese 


Rhodanese-like domain 


3.3e-64 


226.7 


312 


tubulin 


Tubulin/FtsZ family 


4.9e-286 


963.6 


314 


SURP4 


SURF4 family 


1.2e-199 


676.6 


325 


IMS 


impB/mucB/samB family 


2e-58 


207.5 


327 


cadherin 


Cadherin domain 


4.3e-91 


316.0 


329 


NAC 


NAC domain 


2.1e-28 


107.8 


330 


IP trans 


Phosphatidylinositol transfer protein 


6.5e-98 


338.7 


332 


TFIIS 


Transcription factor S-II (TFIIS) 


8.8e-05 


29.3 


337 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-61 


216.6 


340 


AIRS 


AIR synthase related protein 


4e-32 


120.2 


343 


annexin 


Annexin 


4.6e-80 


279.4 


346 


Stathmin 


Stathmin family 


1.8e-90 


314.0 


347 


Ribosomal L16 


Ribosomal protein L 1 6 


4.6e-09 


34.9 


348 


lactamase B 


Metallo-beta-lactamase superfamily 


0.012 


-6.0 


351 


efhand 


EF hand 


2.5e-14 


61.0 


353 


lectin c 


Lectin C-type domain 


1.3e-05 


32.1 


354 


WD40 


WD domain, G-beta repeat 


2.2e-18 


74.5 


360 


lipocaiin 


Lipocaiin / cytosolic fatty-acid 
binding pr 


6.3e-10 


38.3 


362 


Acetyltransf 


Acetyltransferase (GNAT) family 


0.0019 


24.9 


365 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


4.6e-185 


628.2 


366 


Sulfatase 


Sulfatase 


6.1e-228 


770.6 


368 


START 


START domain 


3.8e-ll 


50.5 


369 


pkinase 


Eukaryotic protein kinase domain 


2.4e-10 


41.3 


370 


ACBP 


Acyl CoA binding protein 


4.4e-56 


199.7 


371 


pkinase 


Eukaryotic protein kinase domain 


L6e-94 


327.5 


373 


EGF 


EGF- like domain 


2.6e-12 


54.3 


375 


zf-C2H2 


Zinc finger, C2H2 type 


8.2e-64 


225.4 


377 


KRAB 


KRAB box 


3.7e-27 


103.7 


379 


SET 


SET domain 


7.36-61. 


215.6 


380 


Glyco_transf_8 


Glycosyl transferase family 8 


0.0028 


-40.1 


381 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-06 


33.7 


383 


Glyco_transf_8 


Glycosyl transferase family 8 


0.0028 


-40.1 
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p-value 
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384 


RasGEF 


RasGEF domain 


8.1e-43 


155.7 


385 


TBC 


TBC domain 


0.017 


»66.6 


389 


Glycos_transf_2 


Glycosyl transferases 


1.3e-15 


65.3 


390 


Na Ca Ex 


Sodium/calcium exchanger protein 


3.9e-105 


362.7 


391 


m3 


Fibronectin type in domain 


4.1e-102 


352.6 


392 


&3 


Fibronectin type ID domain 


3.4e-45 


163.6 


393 


m3 


Fibronectin type in domain 


3.4e-45 


163.6 


394 


ldl_receptj> 


Low-density lipoprotein receptor 
repeat 


7.1e-49 


175.8 


395 


Ribosomal_L30 


Ribosomal protein L30p/L7e 


0.0023 


16.0 


396 


Oxysterol BP 


Oxysterol-binding protein 


1.5e-94 


327.5 


397 


RDS ROM1 


Peripherin/rom-1 


2.9e-33 


123.9 


399 


Lactamase 8 


Metallo-beta-lactamase superfamily 


3.4e-39 


143.6 


402 


F-box 


F-box domain. 


0.0002 


28.1 


403 


CLPj>rotease 


Clp protease 


4.8e-64 


2262 


405 


Ribosomal L35 
Ae 


Ribosomal protein L35Ae 


6e-77 


269.0 


406 


LIM 


LIM domain containing proteins 


0.00021 


20.7 


410 


tRNA-syntJc 


tRNA synthetases class 1 (E and Q) 


le-236 


799.8 


411 


OTP transf 2 


Nucleotidyltransferase domain 


3.9e-16 


67.0 


412 


DEAD 


DEAD/DEAH box helicase 


0.00016 


17.2 


414 


DUF94 


Domain of unknown function DUF94 


0.00011 


26.9 


415 


tubulin 


Tubulin/FtsZ family 


4.5e-289 


973.7 


420 


SET 


SET domain 


3.3e-57 


203.5 


421 


WD40 


WD domain, G-beta repeat 


6.1e-29 


109.6 


423 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-39 


144.9 


424 


pkinase 


Eukaryotic protein kinase domain 


8.9e-75 


261.8 


428 


LIM 


LIM domain containing proteins 


1.8e-34 


126.7 


431 


kazal 


Kazal-type serine protease inhibitor 
domain 


3.7e-18 


73.8 


432 


SH2 


Src homology domain 2 


1.4e~67 


198.4 


433 


zf-C2H2 


Zinc finger, C2H2 type 


2.8e-144 


492.7 


434 


ras 


Ras family 


0.012 


-106.8 


436 


E1-E2 ATPase 


E1-E2 ATPase 


1.6e-117 


391.0 


437 


RNA_pol A 


RNA polymerase alpha subunit 


0 


1077.7 


438 


PHD 


PHD-finger 


1.6e-ll • 


51.7 


439 


lectin c 


Lectin C-type domain 


4.7e-30 


113.3 


440 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-65 


231.6 


441 


arrestin 


Arrestin (or S-antigen) 


2.9e-254 


858.1 


442 


arninotranj 


Aminotransferases class-Ill 
pyridoxal-pho 


8.2e-80 


231.1 


443 


UCH-1 


Ubiquitin carboxyl-terminal 
hydrolases famil 


8.5e-12 


52.6 


444 


CTF NFI 


CTF/NF-I family 


2.6e-277 


934.6 


451 


T-box 


T-box 


3.8e-117 


402.6 


453 


Rieske 


Rieske [2Fe-2S] domain 


2.6e-13 


57.7 


454 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-64 


226.5 


456 


homeobox 


Homeobox domain 


2.8e-08 


38.9 


459 


ig 


Immunoglobulin domain 


2.6e-20 


70.5 


460 


Hydrolase 


haloacid dehalogenase-like hydrolase 


4e-25 


96.9 


462 


rve 


Integrase core domain 


L6e-13 


50.7 


466 


CH 


Calponin homology (CH) domain 


2.4e-17 


71.1 


467 


CH 


Calponin homology (CH) domain 


2.4e-17 


71.1 


468 


Sterol desat 


Sterol desaturase 


7.5e-38 


139.2 


469 


pro_isomerase 


Cyclophilin type peptidyl-prolyl cis- 
tr 


2.6e-63 


220.9 


470 


Peptidase_M24 


metallopeptidase family M24 


6e-08 


28.1 


471 


PD2 


PDZ domain (Also known as DHR or 
GLGF). 


5.4e-129 


441.9 
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472 


myb_DNA- 
binding 


Myb-iike DNA-binding domain 


3.6e-06 


33.9 


473 


ZZ 


Zinc finger present in dystrophin, CB 


0.012 


20.0 


474 


EFlGjiomain 


Elongation factor 1 gamma, 
conserved doma 


6.3e-88 


305.5 


475 


Ribosomal L31e 


Ribosomal protein L31e 


6.1e-66 


232.5 


476 


Clq 


Clq domain 


2.5e-75 


263.7 


477 


SH3 


SH3 domain 


l.le-12 


55.6 


478 


MoaA NifB Pq 
qE 


moaA / nifB / pqqE family 


0.002 


-17.7 


479 


FYVE 


FYVE zinc finger 


93e-21 


78.6 


480 


DNAjpol_A 


DNA polymerase family A 


2.3e-46 


167.4 


482 


adh short 


short chain dehydrogenase 


L2e-62 


221.6 


483 


ank 


Ank repeat 


1.3e-17 


71.9 


484 


IMS 


impB/mucB/samB family 


2.2e-83 


290.5 


486 


TIR 


TIR domain 


3.2e-19 


67.8 


487 


FMO-like 


Flavin-binding monooxygenase-like 


0 


1425.5 


488 


I_LWEQ 


I/LWEQ domain 


9.5e-101 


341.0 


495 


homeobox 


Homeobox domain 


3.6e-06 


30.8 


497 


pkinase 


Eukaryotic protein kinase domain 


2.3e-166 


566.1 


499 


m3 


Fibronectin type III domain 


2.5e-237 


801.8 


501 


LRR 


Leucine Rich Repeat 


9.3e-31 


115.6 


502 


RGS 


Regulator of G protein signaling 
domain 


0.041 


11.9 


503 


filament 


Intermediate filament proteins 


le-142 


487.5 


505 


m3 


Fibronectin type HI domain 


1.3e-100 


347.7 


506 


HECT 


HECT-domain (ubiquitin- 
transferase). 


le-13 


59.0 


507 


Ribosomal JL7A 
e 


Ribosomal protein L7Ae 


5.7e-26 


99.7 


508 


WD40 


WD domain, G-beta repeat 


0.063 


19.8 


509 


WD40 


WD domain, G-beta repeat 


0.063 


19.8 


510 


WD40 


WD domain, G-beta repeat 


2.1e-42 


154.3 


511 


pkinase 


Eukaryotic protein kinase domain 


2.3e-86 


300.4 


512 


G-gamma 


GGL domain 


1.9e-08 


34.3 


513 


SH3 


SH3 domain 


3e-06 


34.2 


515 


HTH_AraC 


Bacterial regulatory helk-turn-helix 
protei 


3.9e-27 


103.6 ^ 


516 


zf-C2H2 


Zinc finger, C2H2 type 


1.7e-34 


128.0 


517 


SI 


SI RNA binding domain 


6.1e-58 


205.9 


518 


pkinase 


Eukaryotic protein kinase domain 


1.8e-75 


264.2 


525 


cadherin 


Cadherin domain 


2e-80 


280.6 


528 


zf-C2H2 


Zinc finger, C2H2 type 


4e-70 


246.4 


529 


neur chan 


Neurotransmitter-gated ion-channel 


5.8e-222 


750.8 


531 


RhoGEF 


RhoGEF domain 


3.5e-44 


160.2 


532 


myosinjiead 


Myosin head (motor domain) 


0 


1494.5 


533 


LRR 


Leucine Rich Repeat 


8.3e-15 


62.6 


535 


Sec7 


Sec7 domain 


5.1e-92 


319.1 


536 


homeobox 


Homeobox domain 


4.8e-05 


26.4 


539 


actin f; 


Actin 


2.4e-100 


330.6 


542 


ank 


Ank repeat 


1.9e-35 


131.2 


544 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3-H type 


2.8e-10 


41.7 


546 


DSPc 


Dual specificity phosphatase, 
catalytic doma 


2.4e-40 


147.4 


547 


HMG_CoA_synt 


Hydroxymethylglutaryl-coenzyme A 
synthas 


0 


1250.8 


549 


laminin G 


Laminin G domain 


3.3e-76 


266.6 


551 


PHD 


PHD-finger 


0.008 


9.3 


552 


PDZ 


PDZ domain (Also known as DHR or 


0.0017 


25.0 
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GLGF). 






555 


WW 


WW domain 


L3e-24 


95.3 


558 


kinesin 


Kinesin motor domain 


1.8e-176 


599.7 


559 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


0.00085 


16.5 


563 


efhand 


EF hand 


7.9e-ll 


49.4 


567 


PH 


PH domain 


7.8e-06 


25.9 


568 


PH 


PH domain 


3.Ie-39 


143.8 


569 


Hist deacetyl 


Histone deacetylase family 


5.2e-106 


365.6 


570 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


3.4e-20 


80.5 


571 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


le-16 


58.5 


573 


ubiquitin 


Ubiquitin family 


1.4e-08 


31.1 


574 


FH2 


Fbrmin Homology 2 Domain 


1.3e-110 


380.9 


576 


serpin 


Serpins (serine protease inhibitors) 


4.3e-146 


496.4 


579 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-76 


265.8 


580 


pkinase 


Eukaryotic protein kinase domain 


6.9e-79 


275.5 


581 


RhoGAP 


RhoGAP domain 


4.4e-53 


189.8 


582 


RibosomaI_L7A 
e 


Ribosomal protein L7Ae 


0.028 


1.0 


584 


kazal 


Kazal-type serine protease inhibitor 
domain 


2.2e-52 


187.4 


585 


LRR 


Leucine Rich Repeat 


4.4e-28 


106.7 


586 


PHD 


PHD-finger 


3.8e-12 


53.8 


588 


GTTIJDBG 


GTP1/OBG family 


l.le-62 


215.2 


590 


Collagen 


Collagen triple helix repeat (20 
copies) 


8e-42 


152.4 


591 


lys 


C-type lysozyme/alpha-lactalbumin 
family 


1.6e-31 


116.4 


596 


ACBP 


Acyl CoA binding protein 


0.0022 


-9.4 


597 


SNF2 N 


SNF2 and others N-terminal domain 


3.7e-98 


339.5 


600 


KRAB 


KRAB box 


L3e-29 


111.8 


606 


LRR 


Leucine Rich Repeat 


le-05 


32.5 


607 


LRR 


Leucine Rich Repeat 


le-05 


32.5 


608 


WD40 


WD domain, G-beta repeat 


5.3e-23 


89.8 


610 


cpn60 TCP1 


TCP-l/cpn60 chaperonin family 


L7e-237 


802.4 


613 


THF DHG CY 
H 


Tetrahydrofolate 
dehydrogenase/cyclohydro 


4.9e-173 


588.3 


617 


rrm 


RNA recognition motif. 


4e-14 


60.4 


618 


rrm 


RNA recognition motif. 


4e-14 


60.4 


620 


cofilin_ADF 


Cofilin/tropomyosin-type actin- 
binding pr 


3e-06 


34.2 


621 


Nop 


Putative snoRNA binding domain 


6.1e-95 


328.8 


622 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


5.8e-21 


83.1 


625 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-124 


426.4 


628 


DEAD 


DEAD/DEAH box helicase 


2.5e-68 


219.0 


632 


GST 


Glutathione S-transferases. 


4.8e-26 


89.0 


633 


5 nucleotidase 


5-nucleotidase 


6.6e-248 


837.0 


636 


LDVE 


LIM domain containing proteins 


1.6e-88 


307.5 


637 


pkinase 


Eukaryotic protein kinase domain 


1.5e-73 


257.8 


638 


MSP_domain 


MSP (Major sperm protein) domain 


8.4e-09 


42.7 


639 


metalthio 


Metallothionein 


2e-24 


94.6 


641 


zf-C2H2 


Zinc finger, C2H2 type 


6.1e-114 


391.9 


642 


Ribosomal S28e 


Ribosomal protein S28e 


9.3e-48 


172.1 


643 


Ribosomal S5 


Ribosomal protein S5 


8.3e-87 


301.8 


646 


PHD 


PHD-finger 


0.00025 


23.1 


647 


WD40 


WD domain, G-beta repeat 


1.5e-22 


88.4 
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648 


Lipase J3DSL 


Lipase/Acylhydrolase with GDSL- 
like motif 


0.015 


2.2 


652 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-146 


498.8 


653 


histone 


Core histone H2A/H2B/H3/H4 


1.2e-10 


48.8 


654 


zf-C2H2 


Zinc finger, C2H2 type 


1.9e-87 


303.9 


655 


ras 


Ras family 


6.4e-77 


269.0 


657 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


5Je-13 


46.4 


658 


STphosphatase 


Ser/Thr protein phosphatase 


2.6e-182 


619.1 


659 


zf-C2H2 


Zinc finger, C2H2 type 


Ue-92 


321.1 


660 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-85 


297.6 


662 


NDK 


Nucleoside diphosphate kinases 


I.4e-119 


410.7 


664 


IRF 


Interferon regulatory factor 
transcription f 


7e-20 


79.5 


665 


4HPPD_C 


4-hydroxyphenyIpyruvate 
dioxygenase C term 


1.4e-16 


68.5 


666 


DEAD 


DEAD/DEAH box helicase 


4.8e-74 


237.1 


667 


DEAD 


DEAD/DEAH box helicase 


2.9e-70 


225.1 


669 


pkinase 


Eukaryotic protein kinase domain 


6.1e-93 


322.2 


671 


homeobox 


Homeobox domain 


0.018 


16.5 


678 


crystall 


Beta/Gamma crystallin 


4.7e-106 


365.8 


679 


WD40 


WD domain, G-beta repeat 


1.9e-06 


34.9 


680 


Keratin B2 


Keratin, high sulfur B2 protein 


4.1e-06 


15.9 


682 


G-gamma 


GGL domain 


8.5e-33 


117.9 


685 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


1.4e-29 


111.7 


686 


Acetyltransf 


Acetyitransferase (GNAT) family 


6.6e-10 


46.4 


687 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


4.6e-15 


50.0 


688 


proteasome 


Proteasome A-type and B-rype 


6.5e-64 


225.7 


689 


SCP2 


SCP-2 sterol transfer family 


6.2e-37 


136.1 


690 


TS-N 


TS-N domain 


0.041 


20.1 


692 


zf-C2H2 


Zinc finger, C2H2 type 


9.9e-60 


211.9 


693 


zf-MYND 


MYND finger 


0.038 


5.5 


694 


OxysterolJBP 


Oxysterol-binding protein 


3.9e-133 


455.7 


695 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


1.3e-30 


115.1 


703 


Peptidase_C2 


Calpain family cysteine protease 


2.3e-175 


596.0 


706 


filament 


Intermediate filament proteins 


7.2e-107 


368.5 


710 


fibrinogen_C 


Fibrinogen beta and gamma chains, 
C-term 


7e-80 


278.0 


711 


SH2 


Src homology domain 2 


2.3e-65 


192.1 


712 


ATP-synt_DE 


ATP synthase, Delta/Epsilon chain 


0.00062 


19.0 


713 


ARID 


ARID DNA binding domain 


2e-17 


713 


714 


LBP BPI CETP 


LBP / BPI / CETP family 


8.6e-34 


125.7 


715 


RNA_pol_L 


RNA polymerases L / 13 to 16 kDa 
subunit 


4.8e-49 


176.3 


716 


KRAB 


KRAB box 


1.3e-42 


155.0 


717 


mito carr 


Mitochondrial carrier proteins 


4.8e-38 


133.3 


719 


Gal-bind lectin 


Vertebrate galactoside-binding lectin 


1.5e-25 


90.2 


726 


aldedh 


Aldehyde dehydrogenase family 


1.3e-I19 


410.8 


728 


GlycosJxansf_2 


Glycosyl transferases 


4e-21 


83.6 




hLMz 


ELM2 domain 


2e-34 


127.8 


735 


PR55 


Protein phosphatase 2A regulatory 
subunit PR 


0 


1038.2 


737 


DSPc 


Dual specificity phosphatase, 
catalytic doma 


4e-14 


60.4 


740 


WD40 


WD domain, G-beta repeat 


5.6e-14 


59.9 


745 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 


3.8e-13 


46.9 
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finger) 






749 


mito carr 


Mitochondrial carrier proteins 


4.5e-67 


232.8 


750 


DUF27 


Domain of unknown function DUF27 


4.5e-12 


53.5 


751 


SH3 


SH3 domain 


3.6e-17 


70.5 


752 


HMG box 


HMG (high mobility group) box 


8.6e-13 


55.9 


753 


SPRY 


SPRY domain 


5.9e-05 


23.3 


754 


GTP CDC 


Cell division protein 


7.5e-153 


521.2 


755 


mito carr 


Mitochondrial carrier proteins 


3e-88 


305.4 


756 


TSPN 


Thrombospondin N-terminal -like 
domains 


8.1e-58 


205.5 


757 


BTB 


BTB/POZ domain 


5.7e-23 


89.7 


759 


zf-C2H2 ' 


Zinc finger, C2H2 type 


1.2e-12 


55.4 


760 


NSF 


NSF attachment protein 


6.4e-127 


435.1 


762 


Ribosomal S14 


Ribosomal protein S14p/S29e 


2.1e-06 


24.8 


765 


ThiFJFamily 


ThiF family 


1.7e-39 


144.6 


766 


DnaJ 


DnaJ domain 


3.9e-36 


133.5 


768 


tRNA-synt_2b 


tRNA synthetase class II 


9.1e-81 


281.7 


769 


ldl_recept_a 


Low-density lipoprotein receptor 
domain 


0 


1404.5 


770 


WD40 


WD domain, G-beta repeat 


2e-21 


84.6 


771 


LRR 


Leucine Rich Repeat 


3.8e-06 


33.9 


774 


SNF2 N 


SNF2 and others N-terminal domain 


5.5e-99 


342.3 


776 


VPS9 


Vacuolar sorting protein 9 (VPS9) 
domain 


l,le-30 


115.4 


777 


VPS9 


Vacuolar sorting protein 9 (VPS9) 
domain 


l.le-30 


115.4 


778 


VPS9 


Vacuolar sorting protein 9 (VPS9) 
domain 


l.le-30 


115.4 


779 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


3.1e-08 


31.0 


781 


cadherin 


Cadherin domain 


5.6e-113 


388.7 


783 


HECT 


HECT-domain (ubiquitin- 
transferase). 


42e-31 


116.8 


785 


sushi 


Sushi domain (SCR repeat) 


1.8e-60 


214.3 


786 


sushi 


Sushi domain (SCR repeat) 


1.8e-60 


214.3 


788 


vwa 


von Willebrand factor type A domain 


1.9e-52 


187.7 


790 


mn 


RNA recognition motif. 


2.8e-20 


80.8 


791 


Collagen 


Collagen triple helix repeat (20 
copies) 


0.00097 


9.7 


792 


pkinase 


Eukaryotic protein kinase domain 


0.023 


12.4 


795 


zf-C2H2 


Zinc finger, C2H2 type 


6.5e-95 


328.7 


796 


adh short 


short chain dehydrogenase 


4.1e-05 


-7.3 


799 


SAICAR_synt 


SAICAR synthetase 


6e-125 


428.5 


805 


WD40 


WD domain, G-beta repeat 


4e-65 


229.8 


806 


ZU5 


ZU5 domain 


4.7e-37 


136.5 


807 


WD40 


WD domain, G-beta repeat 


0.016 


21.8 


808 


WD40 


WD domain, G-beta repeat 


0.0041 


23.8 


809 


pkinase 


Eukaryotic protein kinase domain 


2e-31 


1172 


810 


vwa 


von Willebrand factor type A domain 


1.9e-52 


187.7 


814 


zf-C2H2 


Zinc finger, C2H2 type 


4.5e-83 


289.4 


815 


zf-C2H2 


Zinc finger, C2H2 type 


6e-74 


259.1 


817 


myosin Jtiead 


Myosin head (motor domain) 


1.5e-176 


599.9 


QIO 

olo 


GSPII_E 


Bacterial type II secretion system 
protein 


0.012 


11.5 


819 


PDEase 


3'5 f -cyclic nucleotide 
phosphodiesterase 


l.le-74 


215.5 


821 


PH 


PH domain 


0.00025 


20.5 


822 


CNH 


CNH domain 


0.00015 


-24.7 


827 


rrm 


RNA recognition motif. 


1.5e-06 


352 
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829 


HMG box 


HMG (high mobility group) box 


7.8e-34 


125.8 


830 


RasGEF 


RasGEF domain 


2.2e-102 


353.5 


831 


CNH 


CNH domain 


3e-118 


406.2 


832 


mito carr 


Mitochondrial carrier proteins 


3.7e-37 


130.3 


833 


PX 


PX domain 


2.7e-19 


77.5 


837 


Yjphosphatase 


Protein-tyrosine phosphatase 


1.6e-263 


888.8 


838 


ank 


Ank repeat 


2.4e-270 


911.5 


840 


ank 


Ank repeat 


5.8e-38 


139.6 


842 


Ribosomal L15e 


Ribosomal L15 


4.8e-131 


448.8 


843 


SNF 


Sodium:neurotransmitter symporter 
family 


0 


1201.8 


845 


Peptidase M16 


Insulin ase (Peptidase family Ml 6) 


4.7e-67 


236.2 


848 


EF1BD 


EF-1 guanine nucleotide exchange 
domain 


2.2e-56 


200.7 


849 


zf-C2H2 


Zinc finger, C2H2 type 


L5e-122 


420.5 


850 


zf-C2H2 


Zinc finger, C2H2 type 


2e-67 


237.4 


852 


SIS 


SIS -domain 


3.8e-30 


113.6 


853 


RhoGAP 


RhoGAP domain 


l.le-37 


138.6 


854 


PDZ 


PDZ domain (Also known as DHR or 
GLGF). 


5.1e-10 


46.7 


856 


ACOX 


Acyl-CoA oxidase 


9.1e-263 


886.3 


858 


efhand 


EFhand 


2.4e-18 


74.4 


860 


homeobox 


Homeobox domain 


4e-22 


86.9 


862 


TFUF_beta 


Transcription initiation factor OF, 
beta 


2.2e-134 


459.8 


866 


A2M 


Alpha-2-macroglobulin family 


4.9e-21 


70.9 


867 


MoCF_biosynth 


Molybdenum cofactor biosynthesis 
protei 


5.8e-205 


694.3 


868 


EGF 


EGF-Iike domain 


4.1e-22 


86.9 


869 


EGF 


EGF-like domain 


l.le-22 


88.8 


871 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


7.2e-95 


328.6 


872 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


l.le-20 


82.1 


874 


SH3 


SH3 domain 


2.2e-14 


61.2 


877 


SH3 


SH3 domain 


8.6e-90 


311.7 


882 


KRAB 


KRAB box 


6.9e-45 


162.6 


885 


ank 


Ank repeat 


7.1e-07 


36.3 


886 


biopterin__H 


Biopterin-dependent aromatic amino 
acidh 


0 


988.3 


887 


GTP EFTU 


Elongation factor Tu family 


4.9e-129 


437.5 


888 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


1.6e-14 


51.4 


889 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-92 


319.6 


890 


ig 


Immunoglobulin domain 


3.8e-06 


24.8 


892 


PTR2 


POT family 


9.5e-48 


163.0 


893 


Sulfatase 


Sulfatase 


3.5e-78 


273.2 


894 


Sulfatase 


Sulfatase 


3.5e-78 


2732 


895 


7tmJ 


7 transmembrane receptor (rhodopsin 
family) 


4.5e-51 


164.4 


896 


GlycoJiydro_31 


Glycosyl hydrolases family 31 


0 


1277.3 


897 


chromo 


'chromo' (CHRromatin Organization 
Modifier) 


3.9e-06 


26.0 


898 


Cbl_N 


CBL proto-oncogene N-terminal 
domain 


1.2e-273 


922.4 


899 


vwa 


von Willebrand factor type A domain 


5.5e-32 


119.7 


900 


WD40 


WD domain, G-beta repeat 


2.7e-07 


37.7 


901 


zf-C2H2 


Zinc finger, C2H2 type 


4e-156 


532.1 


903 


ras 


Ras family 


6.6e-101 


348.6 
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904 


ArmadilIo__seg 


Armadillo/beta-catenm-Iike repeats 


I.le-06 


35.6 


906 


FH2 


Formin Homology 2 Domain 


4.5e-112 


385.7 


907 


Cytidylyltransf 


Cytidylyltransferase 


L4e-05 


29.3 


908 


pkinase 


Eukaryotic protein kinase domain 


i.2e-64 


228.2 


909 


pkinase 


Eukaryotic protein kinase domain 


8.5e-70 


245.3 


910 


pkinase 


Eukaryotic protein kinase domain 


2.9e-42 


153.8 


911 


pkinase 


Eukaryotic protein kinase domain 


1.2e-35 


131.8 


912 


PHD 


PHD-finger 


5.1e-06 


33.4 


913 


PHD 


PHD-flnger 


5.5e-16 


66.5 


916 


filament 


Intermediate filament proteins 


9.7e-121 


414.5 


917 


LIM 


LIM domain containing proteins 


5.9e-15 


57.9 


918 


SAM 


SAM domain (Sterile alpha motif) 


4.3e-16 


66.9 


922 


Acylphosphatase 


Acylphosphatase 


2.9e-63 


223.6 


924 


ig 


Immunoglobulin domain 


13e-08 


32.8 


925 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase 


2.4e-131 


449.8 


927 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.9e-45 


145.9 


928 


globin 


Globin 


2.4e-52 


186.9 


929 


sugarjr 


Sugar (and other) transporter 


1.2e-16 


68.8 


932 


Collagen 


Collagen triple helix repeat (20 
copies) 


0.00097 


9.7 


933 


HMG box 


HMG (high mobility group) box 


7.8e-34 


125.8 


934 


SEA 


SEA domain 


0.0021 


24.7 


935 


ras 


Ras family 


6.4e-59 


209.2 


936 


CH 


Calponin homology (CH) domain 


3.8e-21 


83.7 


937 


voltage_CLC 


Voltage gated chloride channels 


1.9e-199 


676.0 


938 


homeobox 


Homeobox domain 


1.9e-25 


98.0 


940 


pkinase 


Eukaryotic protein kinase domain 


9.9e-58 


205.2 


942 


Myosin tail 


Myosin tail 


3.7e-09 


38.2 


943 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-92 


320.3 


945 


Clat_adaptor_s 


Clathrin adaptor complex small chain 


1.3e-76 


268.0 


946 


sugar_tr 


Sugar (and other) transporter 


0.017 


-122.8 


947 


tRNA-synt_le 


tRNA synthetases class I (C) 


0.00097 


15.6 


948 


PHD 


PHD-finger 


2.2e-17 


71.2 


951 


sugarjr 


Sugar (and other) transporter 


0.0082 


-113.9 


952 


mito carr 


Mitochondrial carrier proteins 


1.7e-54 


189.7 


953 


myb_DNA- 
binding 


Myb-like DNA-binding domain 


4.5e-20 


80.1 


955 


ketoacyl-synt 


Beta-ketoacyl synthase 


7.1e-133 


454.8 


957 


aldo ket red 


Aldo/keto reductase family 


1.5e-98 


340.8 


959 


Kelch 


Kelch motif 


0.02 


20.8 


961 


ras 


Ras family 


2^e-29 


111.1 


964 


homeobox 


Homeobox domain 


5.4e-22 


86.5 


965 


PH 


PH domain 


3e-21 


80.9 


966 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


2^e-09 


34.7 


967 


Ribosomal L29 


Ribosomal L29 protein 


1.6e-15 


65.0 


970 


FAD_binding^_2 


FAD binding domain 


8.9e-47 


166.6 


971 


rve 


Integrase core domain 


0.00015 


19.8 


972 


Glycos_jtransf_2 


Glycosyl transferases 


2.1e-21 


84.5 


974 


Ribosomal L10 


Ribosomal protein LI 0 


3.3e-48 


173.6 


975 


7tm_l 


7 transmembrane receptor (rhodopsin 
family-) 


L6e-37 


121.3 


976 


zf-C4 


Zinc finger, C4 type (two domains) 


2.1e-52 


178.5 


977 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-150 


511.4 


978 


FTHFS 


Formate-tetrahydrofolate ligase 


0 


1367.2 


982 


Renal_dipeptase 


Renal dipeptidase 


1.3e-73 


258.0 


984 


A deaminase 


Adenosine/AMP deaminase 


2.6e-05 


-48.6 
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SEQID NO: 
of full-length 
nucleotide 
sequence 


SEQID 
NO: of 
full-length 
peptide 
sequence 


SEQID NO: 
of contig 
nucleotide 
sequence 


SEQ ID NO: 
of contig 
peptide 
sequence 


Priority docket 
number_correspondin 
g SEQ ID NO: in 
priority application 


SEO ID NO* in 
U.S.S.N. 09/496,914 


1 


985 


1969 


2953 


787CIP2 1 


150 


2 


986 


1970 


2954 


787CIP2 2 


223 


3 


987 


1971 


2955 


787CIP2 3 


1884 


4 


988 


1972 


2956 


787CIP2 4 


2123 


5 


989 


1973 


2957 


787CIP2 5 


2313 


6 


990 


1974 


2958 


787CIP2 6 


3284 


7 


991 


1975 


2959 


787CIP2J7 


3324 


8 


992 


1976 


2960 


787CIP2 8 


6182 


9 


993 


1977 


2961 


787CIP2 9 


6210 


10 


994 


1978 


2962 


787CIP2 10 


6213 


11 


995 


1979 


2963 


787CIP2 11 


6257 


12 


996 


1980 


2964 


787CIP2 12 


6294 


13 


997 


1981 


2965 


787CIP2 13 


6294 


14 


998 


1982 


2966 


787CIP2_14 


6330 


15 


999 


1983 


2967 


787CIP2 15 


6364 


16 


1000 


1984 


2968 


787CIP2 16 


6455 


17 


1001 


1985 


2969 


787CIP2 17 


6486 


18 


1002 


1986 


2970 


787CIP2 18 


6503 


19 


1003 


1987 


2971 


787CIP2 19 


6528 


20 


. 1004 


1988 


2972 


787CIP2 20 


6572 


21 


1005 


1989 


2973 


787CIP2 21 


6578 


22 


1006 


1990 


2974 


787CIP2 22 


6593 


23 


1007 


1991 


2975 


787CIP2 23 


6603 


24 


1008 


1992 


2976 


787CIP2 24 


6603 


25 


1009 


1993 


2977 


787CIP2 25 


6679 


26 


1010 


1994 


2978 


787CIP2 26 


6744 


27 


1011 


1995 


2979 


787CIP2J27 


6762 


28 


1012 


1996 


2980 


787CIP2 28 


6770 


29 


1013 


1997 


2981 


787CIP2 29 


6770 


30 


1014 


1998 


2982 


787CIP2 30 


6787 


31 


1015 


1999 


2983 


787CIP2 31 


6858 


32 


1016 


2000 


2984 


787CIP2 32 


6866 


33 


1017 


2001 


2985 


787CIP2 33 


6938 


34 


1018 


2002 


2986 


787CIP2 34 


6938 


35 


1019 


2003 


2987 


787CIP2 35 


6977 


36 


1020 


2004 


2988 


787CIP2 36 


7001 


37 


1021 


2005 


2989 


787CIP2 37 


7002 


38 


1022 


2006 


2990 


787CIP2 38 


7004 


39 


1023 


2007 


2991 


787CIP2 39 


7005 


40 


1024 


2008 


2992 


787CIP2 40 


7006 


41 


1025 


2009 


2993 


787CIP2 41 


7008 


42 


1026 


2010 


2994 


787CIP2 42 


7014 


43 


1027 


2011 


2995 


787CIP2 43 


7021 


44 


1028 


2012 


2996 


787CIP2 44 


7022 


45 


1029 


2013 


2997 


787CIP2 46 


7057 


46 


1030 


2014 


2998 


787CEP2 47 


7058 


47 


1031 


2015 


2999 


787CIP2 49 


7088 


48 


1032 


2016 


3000 


787CIP2 50 


7089 


49 


1033 


2017 


3001 


787CIP2 51 


7182 


50 


1034 


2018 


3002 


787CIP2_52 


7489 


51 


1035 


2019 


3003 


787CIP2 53 


7564 


52 


1036 


2020 


3004 


787CIP2 54 


7566 


53 


1037 


2021 


3005 


787CIP2 55 


7587 
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54 


1038 


2022 


3006 


787CIP2 56 


7591 


55 


1039 


2023 


3007 


787CIP2 57 


7600 


56 


1040 


2024 


3008 


787CIP2 58 


7604 


57 


1041 


2025 


3009 


787CIP2 59 


7612 


58 


1042 


2026 


3010 


787CIP2 60 


7613 


59 


1043 


2027 


3011 


787CIP2_61 


7615 


60 


1044 


2028 


3012 


787CIP2 62 


7616 


61 


1045 


2029 


3013 


787CIP2_63 


7617 


62 


1046 


2030 


3014 


787CIP2 64 


7623 


63 


1047 


2031 


3015 


787CIP2_65 


7625 


64 


1048 


2032 


3016 


787CP2 66 


7625 


65 


1049 


2033 


3017 


787CBP2 67 


7630 


66 


1050 


2034 


3018 


787CIP2 68 


7638 


67 


1051 


2035 


3019 


787CIP2 69 


7640 


68 


1052 


2036 


3020 


787CIP2_70 


7670 


69 


1053 


2037 


3021 


787CIP2 71 


7676 


70 


1054 


2038 


3022 


787CIP2 72 


7688 


71 


1055 


2039 


3023 


787CIP2 73 


7690 


72 


1056 


2040 


3024 


787CP2 74 


7700 


73 


1057 


2041 


3025 


787CIP2 75 


7774 


74 


1058 


2042 


3026 


787CP2 76 


7784 


75 


1059 


2043 


3027 


1Z1CWIJ1 


7785 


76 


1060 


2044 


3028 


787CIP2 78 


7792 


77 


1061 


2045 


3029 


787CP2 79 


7798 


78 


1062 


2046 


3030 


787CIP2 80 


7807 


79 


1063 


2047 


3031 


787CBP2 81 


7810 


80 


1064 


2048 


3032 


787CIP2_82 


7812 


81 


1065 


2049 


3033 


787CIP2_83 


7816 


82 


1066 


2050 


3034 


787CIP2_84 


7826 


83 


1067 


2051 


3035 


787CEP2 85 


7842 


84 


1068 


2052 


3036 


787CBP2 86 


7850 


85 


1069 


2053 


3037 


787CIP2_87 


7865 


86 


1070 


2054 


3038 


787CEP2_88 


7882 


87 


1071 


2055 


3039 


787CIP2 89 


7891 


88 


1072 ' 


2056 


3040 


787CIP2 90 


7892 


89 


1073 


2057 


3041 


787CIP2 91 


7896 


90 


1074 


2058 


3042 


787CIP2 92 


7896 


91 


1075 


2059 


3043 


787CIP2 93 


7907- 


92 


1076 


2060 


3044 


787CIP2_94 


7913 


93 


1077 


2061 


3045 


787CIP2 95 


7914 


94 


1078 


2062 


3046 


787CIP2_96 


7915 


95 


1079 


2063 


3047 


787CIP2 97 


7920 


96 


1080 


2064 


3048 


787CIP2 98 


7921 


97 


1081 


2065 


3049 


787CP2 99 


7924 


98 


1082 


2066 


3050 


787CIP2 100 


7927 


99 


1083 


2067 


3051 


787CIP2 101 


7929 


100 


1084 


2068 


3052 


787CIP2 102 


7937 


101 


1085 


2069 


3053 


787CIP2 103 


7940 


102 


1086 


2070 


3054 


787CIP2 104 


7942 


103 


1087 


2071 


3055 


787CIP2 105 


7944 


104 


1088 


2072 


3056 


787CP2 106 


7951 


105 


1089 


2073 


3057 


787CIP2 107 


7951 


106 


1090 


2074 


3058 


787CIP2 108 


7962 


107 


1091 


2075 


3059 


787CIP2 109 


7964 


108 


1092 


2076 


3060 


787CIP2 110 


7977 


109 


1093 


2077 


3061 


787CIP2 111 


7978 


110 


1094 


2078 


3062 


787CIP2 112 


7980 


111 


1095 


2079 


3063 


787CIP2 113 


7982 


112 


1096 


2080 


3064 


787CIP2 114 


8000 


113 


1097 


2081 


3065 


787CIP2 115 


8003 
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114 


1098 


2082 


3066 


787CIP2 116 


8004 


115 


. 1099 


2083 


3067 


787CIP2 117 


8007 


116 


1100 


2084 


3068 


787CIP2 118 


8008 


117 


1101 


2085 


3069 


787CIP2 119 


8009 


118 


1102 


2086 


3070 


787CIP2 120 


8013 


119 


1103 


2087 


3071 


787CIP2 121 


8017 


120 


1104 


2088 


3072 


787CIP2 122 


8018 


121 


1105 


2089 


3073 


787CIP2 123 


8021 


122 


1106 


2090 


3074 


787CIP2 124 


8022 


123 


1107 


2091 


3075 


787CIP2 125 


8023 


124 


1108 


2092 


3076 


787CIP2 126 


8023 


125 


1109 


2093 


3077 


787CIP2 127 


8024 


126 


1110 


2094 


3078 


787CIP2 128 


8026 


127 


1111 


2095 


3079 


787CIP2 129 


8028 


128 


1112 


2096 


3080 


787CIP2 130 


8036 


129 


1113 


2097 


3081 


787CIP2 131 


8038 


130 


1114 


2098 


3082 


787CIP2 132 


8045 


131 


1115 


2099 


3083 


787CIP2 133 


8045 


132 


1116 


2100 


3084 


787CIP2_134 


8048 


133 


1117 


2101 


3085 


787CIP2 135 


8048 


134 


1118 


2102 


3086 


787CIP2J36 


8052 


135 


1119 


2103 


3087 


787CIP2 137 


8053 


136 


1120 


2104 


3088 


787CIP2 138 


8055 


137 


1121 


2105 


3089 


787CIP2 139 


8059 


138 


1122 


2106 


3090 


787CIP2 140 


8061 


139 


1123 


2107 


3091 


787CIP2 141 


8062 


140 


1124 


2108 


3092 


787CIP2 142 


8063 


141 


1125 


2109 


3093 


787CIP2 143 


8064 


142 


1126 


2110 


3094 


787CIP2 144 


8065 


143 


1127 


2111 


3095 


787CIP2_145 


8068 


144 


1128 


2112 


3096 


787CEP2 146 


8069 


145 


1129 


2113 


3097 


787CIP2 147 


8070 


146 


1130 


2114 


3098 


787CIP2 148 


8074 


147 


1131 


2115 


3099 


787CIP2 149 


8076 


148 


1132 


2116 


3100 


787CIP2 150 


8077 


149 


1133 


2117 


3101 


787CIP2 151 


8078 


150 


1134 


2118 


3102 


787CIP2 152 


8079 


151 


1135 


2119 


3103 


787CIP2 153 


8087 


152 


1136 


2120 


3104 


787CIP2 154 


8091 


153 


1137 


2121 


3105 


787CIP2 155 


8100 


154 


1138 


2122 


3106 


787CIP2 156 


8105 


155 


1139 


2123 


3107 


787CIP2 157 


8106 


156 


1140 


2124 


3108 


787CIP2 158 


8108 


157 


1141 


2125 


3109 


787CIP2 159 


8109 


158 


1142 


2126 


3110 


787CIP2 160 


8110 


159 


1143 


2127 


3111 


787CIP2 161 


8112 


160 


1144 


2128 


3112 


787CIP2 162 


8116 


161 


1145 


2129 


3113 


787CIP2 163 


8118 


162 


1146 


2130 


3114 


787CIP2 164 


8124 


163 


1147 


2131 


3115 


787CIP2 165 


8125 


164 


1148 


2132 


3116 


787CIP2 166 


8127 


165 


1149 


2133 


3117 


787CIP2 167 


8132 


166 


1150 


2134 


3118 


787CIP2 168 


8135 


10/ 


l iji 




3119 


787CIP2 169 


8137 


168 


1152 


2136 


3120 


787CIP2 170 


8139 


169 


1153 


2137 


3121 


787CIP2 171 


8140 


170 


1154 


2138 


3122 


787CIP2 172 


8140 


171 


1155 


2139 


3123 


787CIP2 173 


8140 


172 


1156 


2140 


3124 


787CIP2 174 


8141 


173 


1157 


2141 


3125 


787CIP2 175 


8147 
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1 1 CD 
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8169 
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8172 
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8173 
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3138 
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8174 
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3139 


787CIP2 189 


8174 


1 DO 

loo 


1172 
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3140 
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8182 


1 Oft 

loy 


1173 


2157 


3141 


787CIP2 192 


8186 


190 


1174 


2158 


3142 


787CIP2 193 


8188 
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1175 


2159 


3143 


787CIP2 194 


8191 
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1176 


2160 
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8192 
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1177 


2161 


3145 
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8193 
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2162 


3346 


787CIP2 197 


8194 ' 
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2163 
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8195 
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2164 


3148 
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8196 
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2166 
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2167 
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2168 
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8205 
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2169 
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2171 


3155 
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8208 


204 
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2172 
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1189 


2173 
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8211 
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2175 
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8212 
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787C3P2B 394 


9347 


742 


1726 


2710 


3694 


787CIP2B 395 


9370 


743 


1727 


2711 


3695 


787CIP2B_396 


9370 


744 


1728 


2712 


3696 


787CIP2B 397 


9382 


745 


1729 


2713 


3697 


787CIP2B 398 


9591 


746 


1730 


2714 


3698 


787CIP2B 399 


9650 


747 


1731 


2715 


3699 


787CIP2B 400 


9655 


748 


1732 


2716 


3700 


787CIP2B_401 


9663 


749 


1733 


2717 


3701 * 


787CIP2B 402 


9715 


750 


1734 


2718 


3702 


787CIP2B 403 


9755 


751 


1735 


2719 


3703 


787CIP2B 404 


9766 


752 


1736 


2720 


3704 


787CIP2B_405 


9771 


753 


1737 


2721 


3705 


787CIP2B_406 


9784 


754 


1738 


2722 


3706 


787CIP2B 407 


9925 


755 


1739 


2723 


3707 


787CIP2B_408 


9970 


756 


1740 


2724 


3708 


787CIP2B 409 


9997 


757 


1741 


2725 


3709 


787CIP2B_410 


10008 


758 


1742 


2726 


3710 


787CIP2B 411 


10010 


759 


1743 


2727 


3711 


787CBP2B 412 


10023 


760 


1744 


2728 


3712 


787CIP2B 413 


10043 


761 


1745 


2729 


3713 


787CIP2B 414 


10093 


762 


1746 


2730 


3714 


787CIP2B 415 


10172 


763 


1747 


2731 


3715 


787CIP2B 416 


10184 


764 


1748 


2732 


3716 


787CIP2B_417 


10205 


765 


1749 


2733 


3717 


787CBP2B 418 


10246 


766 


1750 


2734 


3718 


787CBP2B 419 


10298 


767 


1751 


2735 


3719 


787CIP2C 1 


886 


768 


1752 


2736 


3720 


787CEP2C 2 


1028 


769 


1753 


2737 


3721 


787CIP2C 3 


1916 


770 


1754 


2738 


3722 


787CIP2C 4 


2072 


771 


1755 


2739 


3723 


787CIP2C 5 


2424 


772 


1756 


2740 


3724 


787CEP2C 6 


2474 


773 


1757 


2741 


3725 


787CIP2C 7 


2474 
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774 


1758 


2742 


3726 


787CIP2C 8 


2887 


775 


1759 


2743 


3727 


787CIP2C 9 


3001 


776 


1760 


2744 


3728 


787CIP2C 10 


3182 


111 


1761 


2745 


3729 


787CIP2C 11 


3182 


778 


1762 


2746 


3730 


787CIP2C 12 


3182 


779 


1763 


2747 


3731 


787C1P2C 13 


3193 


780 


1764 


2748 


3732 


787CIP2C 14 


3196 


781 


1765 


2749 


3733 


787CIP2CM5 


3224 


782 


1766 


2750 


3734 


787CIP2C 16 


3225 


783 


1767 


2751 


3735 


787CIP2C 17 


3234 


784 


1768 


2752 


3736 


787CIP2C_18 


3241 


785 


1769 


2753 


3737 


787CIP2C_19 


3243 


786 


1770 


2754 


3738 


787CIP2C 20 


3243 


787 


1771 


2755 


3739 


787CIP2C_21 


3259 


788 


1772 


2756 


3740 


787CIP2C_22 


3272 


789 


1773 


2757 


3741 


787CIP2C 23 


3278 


790 


1774 


2758 


3742 


787CIP2C_24 


3296 


791 


1775 


2759 


3743 


787CIP2C 25 


3327 


792 


1776 


2760 


3744 


787CIP2C 26 


3334 


793 


1777 


2761 


3745 


787CIP2C_27 


3339 


794 


1778 


2762 


3746 


787CIP2C 28 


3347 


795 


1779 


2763 


3747 


787CIP2C 29 


3387 


796 


1780 


2764 


3748 


787CIP2C.30 


3392 


797 


1781 


2765 


3749 


787CIP2C_31 


3411 


798 


1782 


2766 


3750 


787CIP2C_32 


3427 


799 


1783 


2767 


3751 


787CIP2C_33 


3432 


800 


1784 


2768 


3752 


787CIP2C34 


3441 


801 


1785 


2769 


3753 


787CIP2C 35 


3479 


802 


1786 


2770 


3754 


787CIP2C 36 


3488 


803 


1787 


2771 


3755 


787CIP2C 37 


3488 


804 


1788 


2772 


3756 


787CIP2C 38 


3553 


805 


1789 


2773 . 


3757 


787CP2C 39 


3560 


806 


1790 


2774 


3758 


787CIP2C_40 


3618 


807 


1791 


2775 


3759 


787CIP2C_41 


3642 


808 


1792 


2776 


3760 


787CIP2C 42 


3649 


809 


1793 


2777 


3761 


787CIP2C 43 


3676 


810 


1794 


2778 


3762 


787CIP2C 44 


3747 


811 


1795 


2779 


3763 


787CIP2CM5 


3917 


812 


1796 


2780 


3764 


787CIP2C 46 


4218 


813 


1797 


2781 


3765 


787CIP2C 47 


4219 


814 


1798 


2782 


3766 


787CIP2C_48 


4222 


815 


1799 


2783 


3767 


787CIP2C_49 


4222 


816 


1800 


2784 


3768 


787CIP2C_50 


4229 


817 


1801 


2785 


3769 


787CIP2C_51 


4230 


818 


1802 


2786 


3770 


787CIP2C 52 


4240 


819 


1803 


2787 


3771 


787CIP2C 53 


4241 


820 


1804 


2788 


3772 


787CIP2C 54 


4249 


821 


1805 


2789 


3773 


787C3P2C_55 


4252 


822 


1806 


2790 


3774 


787CIP2C 56 


4267 


823 


1807 


2791 


3775 


787CIP2C_57 


4272 


824 


1808 


2792 


3776 


787CIP2C_58 


4273 


825 


1809 


2793 


3777 


787CIP2C_59 


4275 


826 


1810 


2794 


3778 


787CIP2C_60 


4283 


827 


181J 


2795 


3779 


787CEP2C_61 


4290 


828 


1812 


2796 


3780 


787CJP2CJS2 


4292 


829 


1813 


2797 


3781 


787CIP2C 63 


4305 


830 


1814 


2798 


3782 


787CIP2C 64 


4306 


831 


1815 


2799 


3783 


787CIP2C 65 


4308 


832 


1816 


2800 


3784 


787CIP2C„66 


4322 


833 


1817 


2801 


3785 


787CIP2C 67 


4351 
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Q1A 

oj4 


1 D 1 O 

1818 


2802 


3786 


787CIP2C 68 


4356 


CQ< 
OJJ 


i gin 


zoUj 


3787 


787CIP2C 69 


4399 


8.1.A 


1 con 
l ozu 


zoU4 


3788 


787CIP2C 70 


4400 


OJ I 


i oo i 
ioz J 


ZOUj 


3789 


787CIP2C 71 


4520 


OJO 


1 BOO 
lOZZ 


OBAf 

ZoUo 


3790 


787CIP2C 72 


4598 


0*3O 


1 COI 


zoUV 


3791 


787CIP2C 73 


4599 


SlAfl 


1 CO/* 
l0Z4 


zoUo 


3792 


787CIP2C 74 


4600 


Cvl 1 
541 


Ioz J 


2809 


3793 


787CIP2C 75 


4670 


OA O 

o4z 


1826 


2810 


3794 


787CIP2C 76 


4708 


043 


1827 


O O 1 1 

2811 


3795 


787CDP2C 77 


4734 


o44 


1 OlO 

lozo 


2812 


3796 


787CIP2C 78 


4738 


845 


1829 


2813 


3797 


787CIP2C 79 


4749 


o4o 


1830 


2814 


3798 


787CIP2C 80 


4752 


(MO 

04/ 


1 OO 1 

1831 


2815 


3799 


787CIP2C 81 


4752 


QAQ 
o40 


1 ooo 
1832 


OO 1 f 

2816 


3800 


787CIP2C 82 


4770 


QAQ 


1833 


2817 


3801 


787CIP2C 83 


4784 


53U 


1 OOA 

1834 


2818 


3802 


787CIP2C 84 


4785 


oDl 


1 oo c 

1835 


2819 


3803 


787CIP2C 85 


4792 


oj/ 


ioio 


2820 


3804 


787CIP2C 86 


4803 


nci 
ODJ 


i on 

1837 


2821 


3805 


787CIP2CJJ7 


4811 


OCA 

854 


1838 


2822 


3806 


787CIP2C 88 


4817 


855 


1839 


2823 


3807 


787CIP2C 89 


4818. 


856 


1840 


2824 


3808 


787CIP2C 90 


4820 


857 


1841 


2825 


3809 


787CIP2C 91 


4831 


858 


1842 


2826 


3810 


787CIP2C 92 


4841 


859 


1843 


2827 


3811 


787CIP2C 93 


4869 


860 


1844 


2828 


3812 


787CIP2C 94 


4876 


00 1 


1845 


2829 


3813 


787CIP2C 95 


4902 


862 


1846 


2830 


3814 


787CEP2C 96 


4910 


863 


1847 


2831 


3815 


787CIP2C 97 • 


4931 


Of X 

864 


1848 


2832 


3816 


787GIP2C 98 


5303 


865 


1849 


2833 


3817 


787CIP2C 99 


5317 


Off 

866 


1850 


2834 


3818 


787CIP2C 100 


5322 


867 


1851 


2835 


3819 


787CIP2C 101 


5330 


868 


1852 


2836 


3820 


787CIP2C 102 


5333 


O f A 

869 


1853 


2837 


3821 


787CIP2C 103 


5333 


870 


1854 


2838 


3822 


787CIP2C 104 


5356 


871 


1855 


2839 


3823 


787CIP2C 105 


5363 


872 


1856 


2840 


3824 


787CIP2C 106 


5364 


873 


1857 


2841 


3825 


787CIP2C 107 


5379 


874 


1858 


2842 


3826 


787CIP2C 108 


5386 


875 


1859 


2843 


3827 


787CIP2C 109 


5397 


0 /o 


1 Of A 

I860 


2844 


3828 


787CIP2C 110 


5401 


0/ / 


1 Of 1 

1861 


2845 


3829 


787CIP2C 111 


5419 


o/o 


1 Of *"> 

1862 


2846 


3830 


787CIP2C 112 


5420 


POO 

879 


i of *> 

1863 


2847 


3831 


787CIP2C 113 


5452 


ooU 


1864 


2848 


3832 


787CIP2C 114 


5467 


QQ 1 

ooi 


1865 


2849 


3833 


787CIP2C 115 


5482 


ooz 


1 Off 

1866 


2850 


3834 


787CIP2C 116 


5483 


ooi 


1'Of *7 

1867 


2851 


3835 


787CIP2C 117 


5492 


oo4 


1868 


2852 


3836 


787CEP2C 118 


5499 


ooc 
OOJ 


1869 


2853 


3837 


787CBP2C 119 


5525 


QQf 

ooo 


1 OTA 

1870 


2854 


3838 


787CIP2C 120 


5538 


887 


1 R71 






/o/UirzU Izl 


c con 

5539 


888 


1872 


2856 


3840 


787CIP2C 122 


5558 


889 


1873 


2857 


3841 


787CIP2C 123 


5559 


890 


1874 


2858 


3842 


787CEP2C 124 


5586 


891 


1875 


2859 


3843 


787CIP2C 125 


5619 


892 


1876 


2860 


3844 


787CIP2C 126 


5628 


893 


1877 


2861 


3845 


787CEP2C 127 


5640 
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on a 

894 


1878 


2862 


3846 


787CIP2C 128 


5640 


one 

895 


1879 


2863 


3847 


787CBP2C 129 


5827 


89o 


1 QQA 

loot) 


zao4 


3848 


787CIP2C 130 


6094 


897 


1 DO 1 

1881 


2865 


3849 


787CIP2C 131 


6195 


898 


1882 


2866 


3850 


787CEP2C 132 


6206 


899 


1883 


2867 


3851 


787CIP2C 133 


6355 


900 


1884 


2868 


3852 


787CIP2C 134 


6362 


901 


1885 


2869 


3853 


787CIP2C_135 


6386 


902 


1886 


2870 


3854 


mm g% mm AftiA ^% m. mt ^ 

787CIP2C 136 


6431 


903 


1 00*9 

1887 


2871 


3855 


MflM/ 111 \f\ f\ m mi mm 

787CIP2C 137 


6457 


904 


1 D DO 

looo 


00*71 

2872 


3856 


787CIP2C 138 


6480 


905 


1889 


2873 


3857 


787CIP2C 139 


6497 


906 


1890 


2874 


3858 


787CIP2C 140 


6532 


907 


1891 j 


2875 


3859 


787CIP2C 141 


6598 


908 


1892 


2876 


3860 


787CIP2C_142 


6644 


909 


1893 


2877 


3861 


787CIP2C 143 


6644 


910 


1894 


2878 


3862 


787CIP2CJ44 


6645 


911 


1895 


2879 


3863 


787CIP2C_145 


6645 


912 


1896 


2880 


3864 


787CIP2C 146 


6761 


913 


1897 


2881 


3865 


787CIP2C 147 


6782 


914 


1898 


2882 


3866 


787CIP2C 148 


6981 


915 


1899 


2883 


3867 


787CIP2C 149 


6981 


916 


1900 


2884 


3868 


787CIP2C 150 


7000 


917 


1901 


2885 


3869 


787CEP2C 151 


7029 


918 


1902 


2886 


3870 


787CIP2C_152 


7885 


919 


1903 


2887 


3871 


787CIP2C 153 


8143 


920 


1904 


2888 


3872 


787CIP2C 154 


8143 


921 


1905 


2889 


3873 


787CIP2C 155 


8234 


922 


1906 


2890 


3874 


787CIP2C 156 


8463 


923 


1907 


2891* 


3875 


787CEP2C 157 


8467 


924 


1908 


2892 


3876 


787CEP2C_158 


8540 


925 


1909 


2893 


3877 


787CIP2C_159 


8600 


926 


1910 


2894 


3878 


787CIP2C 160 


9656 


927 


1911 


2895 


3879 


787CIP2C 161 


9669 


928 


1912 


2896 


3880 


787CIP2C 162 


9695 


929 


1913 


2897 


3881 


787CIP2C 163 


9744 


930 


1914 


2898 


3882 


787CIP2C 164 


9849 


931 


1915 


2899 


3883 


787CIP2D - 1 


4180 


932 


1916 


2900 


3884 


787CIP2D 2 


4181 


933 


1917 


2901 


3885 


787CEP2D 3 


4314 


934 


1918 


2902 


3886 


787CIP2D 4 


4500 


935 


1919 


2903 


3887 


787CIP2D 5 


5651 


936 


1920 


2904 


3888 


787CIP2D 6 


5691 


937 


1921 


2905 


3889 


787CIP2D 7 


5881 


938 


1922 


2906 


3890 


787CEP2D 8 


5882 


939 


1923 


2907 


3891 


787CIP2D_9 


6209 


940 


1924 


2908 


3892 


787CIP2D_10 


6719 


941 


1925 


2909 


3893 


787CIP2D 11 


8130 


942 


1926 


2910 


3894 


787CIP2D_12 


8863 


943 


1927 


2911 


3895 


mm +\mm m m k/st\ mi a 

787CEP2D 13 


8902 


944 


1928 


2912 


3896 


787CIP2D 14 


9162 


945 


1929 


2913 


3897 


787CIP2D 15 


9197 


946 


1930 


2914 


3898 


787CDP2D 16 


9215 


OAT 




zylj 


3899 


787ClrZlJ 17 


9232 


948 


1932 


2916 


3900 


787CIP2D 18 


9262 


949 


1933 


2917 


3901 


787CIP2D 19 


9369 


950 


1934 


2918 


3902 


787CIP2D 20 


9371 


951 


1935 


2919 


3903 


787CEP2D 21 


9516 


952 


1936 


2920 


3904 


787CIP2D 22 


9601 


953 


1937 


2921 


3905 


787CIP2D 23 


9731 
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954 


1938 


2922 


3906 


787CIP2D 24 


9733 


955 


1939 


2923 


3907 


787CEP2D 25 


9769 


956 


1940 . 


2924 


3908 


787CIP2D 26 


9804 


957 


1941 


2925 


3909 


787CIP2D 27 


9816 


958 


1942 


2926 


3910 


787CIP2D 28 


9844 


959 


1943 


2927 


3911 


787CP2D 29 


9924 


960 


1944 


2928 


3912 


787CIP2D 30 


9936 


961 


1945 


2929 


3913 


787CIP2D 31 


10163 


962 


1946 


2930 


3914 


787CIP2D 32 


10165 


963 


1947 


2931 


3915 


787CIP2D 33 


10165 


964 


1948 


2932 


3916 


787CEP2D 34 


10244 


965 


1949 


2933 


3917 


787CIP2D 35 


10278 


966 


1950 


2934 


3918 


787CEP2E 1 


4251 


967 


1951 


2935 


3919 


787CIP2E 2 


5310 


968 


1952 


2936 


3920 


787CIP2E 3 


5697 


969 


1953 


2937 


3921 


787CIP2E_4 


5731 


970 


1954 


2938 


3922 


787CIP2E 5 


5733 


971 


1955 


2939 


3923 


787CIP2E 6 


5734 


972 


1956 


2940 


3924 


787CIP2E 7 


5740 


973 


1957 


2941 


3925 


787CIP2E 8 


7657 


974 


1958 


2942 


3926 


787CIP2E 9 


9572 


975 


1959 


2943 


3927 


787CIP2F 1 


1363 


976 


1960 


2944 


3928 


787CIP2F 2 


4303 


977 


1961 


2945 


3929 


787C1P2F 3 


5760 


978 


1962 


2946 


3930 


787CIP2F 4 


5766 


979 


1963 


2947 


3931 


787CIP2F 5 


5767 


980 


1964 


2948 


3932 


787CIP2F 6 


5767 


981 


1965 


2949 


3933 


787CIP2F 7 


5770 


982 


1966 


2950 


3934 


787CIP2F 8 


6855 


983 


1967 


2951 


3935 


787CBP2F 9 


10026 


984 


1968 


2952 


3936 


787CIP2F 10 


10227 ■ 



TABLE 6 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCysteine, D^Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G^Glydne, H^Histidine, 
Msoleudne, K=Lysine, LHLeudne, MHMethionine, 
N^Asparagine, P=Proline, Q~GIutamine, R«Arginine, S^Serine, 
T=Threonine, V=Valine,W=Tryptophan, Y=Tyrosine, 
X-Unknown, *<=Stop codon, /^possible nucleotide deletion, 
V=p03sible nndeotide insertion 


2953 


A 


3 


324 


ISEHRIEASGNYLAQRLTSSFLRGLSSWKSNPLML 
CQWTILLTLTMVQGEP*GP\KGIPG\FHTOSSYPH 
WGTVAKPPAGD*DLLPAPGQEGTPLFTR*SLCTY 
CPID 


2954 


A 


18 


467 


REELGKDLFDCTLYVLLKYDDFNADKHLALEEF 

YRAFQVIQLSLPEDQBCLSITAATVGQSAVLSCAIQ 

GTLRPPIIWKR>INIILNNLDLEDINDFGDDGSLYIT 

KVTTTHVGNYTCYADGYEQVYQTHIFQVNVPPV 

IRVYPESQARRAG 


2955 


A 


3 


23 


rTSAFLVADKGrVTSKHNNDTQHIWESDSNEFSV 
IADPRGNTLGRGTTTT*VSIPPSL 


2956 


A 


1 


493 


RTKTDVYILNLAVADLLLLFTLPFWAVNAVHGW 

VLGKIMCKTTSALYTLNFVSGMQFLACISIDRYV 

AVTKWSQSGVGKPCWHCFCVWMAAILLSIPQL 

VFYTVNDNARCIPIFPRYLGTSMKALIQMLEICIG 

FVVPFLIMGVCYFITARTLMKMPNIKIS 


2957 


A 


703 


302 


EETGVREKRRERMKEKMWQNVLCCTLQTAVIL 
KLFQNKVLNILBCNFFLSPLDTOKmVFKKWAGG 
PGAVAHACNPSTLGGRGGRIIXSGDRDHPGQHG 
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SEQ ID 

NO: 


metnoa 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, D=Aspartic Add, 
EeGlutaroic Add, ^Phenylalanine, OGIyclne, H»Histidine, 
Msoleudne, K=Lysine, L=Leucine, Af«MethIonfne, 
N a Asparagtne, P«Proline, Q~Glutaraine, R-Arginine, S=>Serine, 
T»Threonine, V=Vaiine, W=Tryptophan, Y-O'yrosine, 
X^Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possiblc nudeotlde Insertion 










ETRS1J>ACWAQWKSLALPVSRAPGRQGSLVVFP 
LP 


2958 


A 


575 


1054 


CTKCKADCDTCFNKNFCTKCKSGFYLHLGKCLD 
NCPEGLEANNHTMECVSIVHCEVSEWNPWSPCT 
KKGKTCGFKRGTETRVREIIQHPSAKGNLCPPTN 
ETRKCTVQRKKCQKGERGKKGRERJKRKKPNKG 
ESKEAIPDSKSLESSKEIPEQRENKQQQ 


2959 


A 


1 


426 


LSMLSTISTEHRLSVLWPIWYCCHCPTHLSAVMC 
VLLWALSLLQSILEWMFCSFLFSDVDSDNWCQIL 
DFLTAVWLIFLI\LVLCGFTLVLLVRIICGSQKMPL 
TRLYVTILLTGLVFLFCSLPLSIQ*FLLYWIEKDLD 
DL 


2960 


A 


1194 


852 


EKRKTSYSQCLNSKQRNVSMRPSIWIHVHLKPPC 
RLVELLPFSSALQGLSHLSLGTTLP/V*GHLRFRL 
RNLPQSLRTVILPERNEEQNLQELSHNADKYQM 
GDCCKEEIDDSIFY 


2961 


A 


274 


2250 


EKGKVKDAGAEQWISLSLSCKGSWETQFSNHLN 

SLTPPTSVRRMPLITTVTLLKMVARHHMKLLCSK 

AFSTQLQQKIFLHSQMGIHHQSVCMKLKPNTSHn 

SILMGQPMALVQLETLAPLTUIQKFQTQDHMKF 

WKNLPLHSHHLTPSVPQTV1PKKTGSPEIKLKITK 

TIQNGRELFESSLCGDLLNEVQASE\Q*NQSIESRK 

EKRKKSNKHDSSRSEERKSHKIPKLEPEEQNRPN 

ERVDTVSEKPREEPVLKEGSPSSANTIFCSNNGSV 

HWVFKFQVGDLVWSKVGTYPWWPCMVSSDPQL 

EVHTKINTRGAREYHVQFFSNQPERAWVHEKRV 

REYKGHKQYEELLAEATKQASNHSEKQKIRKPR 

PQRERAQWDIGIAHAEKALKMTREERIEQYTFIYI 

DKQPEEALSQAKKSVASKTEVKKTRRPRSVLNT 

QPEQTNAGEVASSLSSTEERRHSQRRHTSAEEEEP 

PPVKIAWKTAAARKSLPASrTMHKGSLDLQKCN 

MSPWKIEQVFALQNATGDGKFIDQFVYSTKGIG 

NKTEISVRGQDRLnSTPNQRNEKPTQSVSSPEATS 

GSTGSVEKKQQRRSIRTRSESEKSTEVVPKKKIK 

KEQVETVPQATVKTGLQKGSADRGVQGSVRFSD 

SSVSAAIEETVD 


2962, 


A 


2408 


836 


SASPPPPPPPPPSRFPFSGAPGARDRSGPLGSEPQR 

NPGARPRTLEATVTPPGSVGAMSSSGLNSEKVA 

ALIQKLNSDPQFVl^QNVGTTHDLLDICLKRATV 

QRAQHVFQHAVPQEGKPITNQKSSGRCWIFSCLN 

VMRLPFMKKLNIEEFEFSQSYLFFWDKVERCYFF 

LSAFVDTAQRKEPEDGRLVQFLLMNPANDGGQ 

WDMLVNIVEKYGVIPKKCFPESYTTEATRRMND 

ILNHKMREFCIRLRKLVHSGATKGEISATQDVM 

MEEIFRWCICLGNPPETFTWEYRDKDKNNKKIG 

PUTPLEFMl/EQHVKPLFNMEDKICLVNDPRPQH 

KYNKLYTV\EYL\SNMVWRGEKLFYNNQPE)FLK 

KMVAASIKDG\EAVWFGCDVGKHF\NSKLG\LSD 

MNLYDHELVFGVSLKNMNKAER\LTFGES\LMT 

HTMTFTAV/SQSRDDSGMVLFTKW\RVGEFQWG 

EDHGH\KGYLCMTD*VGSLEYVYEWA^WDRKH 

VP\EEVLAVLGAGNPFVLPAWDPMGALAE 


2963 


A 


90 


543 


RHYDSAGKITLKIAKNYLEQRAVGGASPRLAQS 

VLTCSREPILENSLTSLffiYLHNALEHDMRLRFNN 

DRMKTTTKETST*LSNSYLVFPLM*SLTYLMKMS 
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SEQ W 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Add, 
E°G!utamic Add, F^Pheny (alanine, OGlycine, H«Hlstidlne, 
I=Isoleuclne, K=Lysine, L^Leudne, M<=Methlonine, 
N=Asparagine, P-Proline, Q=Glutamine, R=Arginine, S»Serine, 
T^Threonine, V=Valine, W=»Tryptopnan, Y^Tyrosine, 
X=Unknown, *=Stop codon,/=possiblc nucleotide deletion, 
\«possible nudeotide insertion 










FERCTARNKMFVNSPFTKVDNY^^ 
KCYFSLNTIKKEKKMT 


2964 


A 


3 


2454 


FDTYRGLPSISNGNYSQLQFQAREYSGAPYSQR1S 

AITTVSVAWKVLSGKIGEGAEGNCKCVISEGAW 

AVCPTQPCGKAKPDKHLKDLLSKLLNSGYFESIP 

WKNAKEKEVPLEEEMLJQSEKKTQLSKTESVKE 

SESLMEFAQPEIQPQEFLNRRYMTEVDYSNKQGE 

EQPWEADYARKPNLPKRWDMLTEPDGQEKKQE 

SFKSWEASGKHQEVSKPAVSLEQRKQDTSKLRS 

TLPEEQKKQEISKSKPSPSQWKQDTPKSKAGYVQ 

EEHKKQETPKLWPVQLQKEQDPKKQTPKSWTPS 

MQSEQNTTKSWTTPMCEEQDSKQPETPKSWENN 

VESQKHSLTSQSQISPKSWGVATASLIPNDQLLPR 

KLNTEPKPVP/IACASA*GFLPLQPPFRRI/ETVLRK 

EKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTS 

QPPSATPG*PRRHLKEQNLS\VKVIFFQGAV1\VF 

NVNAPLPPRKEQEDCESPYSPGYNQSFTTASTQTP 

PQCQLPSIHVEQTVHSQETANYHPDGTIQVSNGS 

LAFYPAQTNVFPRPTQPFVNSRGSVRGCTRGGRL 

ITNSYRSPGGYKGFDTYRGLPSISNGNYSQLQFQ 

AREYSGAPYSQRDNFQQCYKRGGTSGGPRANSR 

AGWSDSSQVSSPERDNETFNSGDSGQGDSRSMT 

PVDVPVTNPAATILPVHVYPLPQQMRVAFSAAR 

TS>n-APGTLDQPIVFDLLLNNLGETFDLQLGRFN 

CPVNGTYWIFHMLKIAV>rVPLYVNLMK^ 

VSAYANDGAPDHETASNHAILQLFQGDQIWLRL 

HRGAJYGSSW 


2965 


A 


3 


2454 


FDTYRGLPSISNGNYSQLQFQAREYSGAPYSQRIS 

AITTVSVAWKVLSGKIGEGAEGNCKCVISEGAW 

AVCPTQPCGKAKPDKHLKDLLSKLLNSGYFESIP' 

VPKNAKEKEVPLEEEMLIQSEKKTQLSKTESVKE 

SESLMEFAQPEIQPQEFLNRRYMTEVDYSNKQGE 

EQPWEADYARKPNLPKRWDMLTEPDGQEKKQE 

SFKSWEASGKHQEVSKPAVSLEQRKQDTSKLRS 

TLPEEQKKQEISKSKPSPSQWICQDTPKSKAGYVQ 

EEHKKQETPKLWPVQLQKEQDPKKQTPKSWTPS 

MQSEQNTTKSWTTPMCEEQDSKQPETPKSWENN 

VESQKHSLTSQSQISPKSWGVATASLIPNDQLLPR 

KLNTEPKDW/IACASA*GFLPLQPPFRRI/HVLRK 

EKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTS 

QPPSATPG*PRRHLKEQNLS\VKVTFFQGAVT\VF 

NVNAPLPPRKEQEIKESPYSPGYNQSFTTASTQTP 

PQCQLPSIHVEQTVHSQETANYHPDGTIQVSNGS 

LAFYPAQTNVFPRPTQPFVNSRGSVRGCTRGGRL 

ITNSYRSPGGYKGFDTYRGLPSISNGNYSQLQFQ 

AREY SGAPYSQRDNFQQC YKRGGTSGGPRANSR 

AGWSDSSQVSSPERDNETFNSGDSGQGDSRSMT 

PVDVPVTNPAATILPVHVYPLPQQMRVAFSAAR 

TSNLAPGTLDQPIVFDLLLNNLGETFDLQLGRFN 

CPVNGTTVFIFHMLKI^VNVPLYVNLMKNEE\^ 

VSAYANDGAPDHETASNHAILQLFQGDQIWLRL 

HRGAIYGSSW 


2966 


A 


1693 


227 


DYVLTAELHRQRSPGVSFGLSVFNLMNAIMGSGI 

LGIAYVMANTGVFGFSFLLLTVALLASYSVHLL 

LSMCIQTAYLGP*TNYFMVLPAH*LTCLPLIEFLQ 
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SEQU) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D«Aspartic Add, 
E-Glutamlc Add, ^Phenylalanine, OGIydne, H=HlsHdine, 
Islsolendn'e, K«Lyslne, I^Leudne, [^Methionine, 
N=Asparagtne, PHProllne, Q=GIutamine, ft«Arginine, S^Serlne, 
•^Threonine, V-Valine, W-Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, ^possible nndeotide deletion, , 
\=possible nndeotide insertion 










SL*NSL\*AVTSYEDLGLFAFGLPGKLVVAG*nnQ 

MGAMSSYIXEKTELPAAIAEFLTGDYSRYWYLD 

GQTLLIHCVGIVFPLALLPKIGFLGYTSSLSFFFM 

MEFALVVIIKKWSIPCPLTLNYVEKGFQISNVTDD 

CKPKLFHFSKESAYALPTN1AFSFLCHTSILPIYCE 

LQSPSKKRMQNVTOTAIAI^FLIYFISALFGYLTF 

YD/GTTKAQRGEVTOHRIKDKVESELLKG* * *IP* 

SHDVVVMTyVKLCII^AVLLNTVPLIHFPARKAVT 

MMFFSNFPFSWIRHFLITLALNIIIVLLAIYW 

WGWGASTSTCLIFIFPGlJYIJaSREDFLSWKK 

LGVGCFC/LLSFKTSILRNSLSVYnLPASRKSIYFK 

I 


2967 


A 


3 


3222 


SGIVVRALWREKKPGGGRRVKRRNPGRQAVGH 

TEEDPPRVGTPWKEHTGPGPQEGSTMEAAHAKT 

TEECLAYFGVSETTGLTPDQVKRNLEKYGLNELP 

AEEGKTLWELVIEQFEDLLVRILLLAACISFVLA 

WFEEGEETITAFVEPFVILLILIANAIVGVWQERN 

AENAIEA1J<EYEPEMGKVYRADRKSVQRIKARD . 

IVPGDIVEVAVGDKVPADIRILAIKSTELRVDQSIL 

TGEYVSVIKHTEPWDPRAVNQDKKNMLFSGTNI 

AAGKALGIVATTGVGTEIGKIRDQMAATEQDKT 

PLQQKLDEFGEQLSKVISLICVAVWLIN1GHFNDP 

VHGGSWFRGAIYYFKIAVALAVAAIPEGLPAVIT 

TCLALGTRRMAKKNAIVRSLPSVETLGCTSVICS 

DKTGTLTTNQMSVCKMFIIDKVDGDICLLNEFSIT 

GSTYAPEGEVLKNDKPVRPGQYDGLVELATICA 

LCNDSSLDFNEAKGVYEKVGEATETALTTLVEK 

MNVFNTDVRSLSKVERANACNSVIRQLMKKEFT 

LEFSRDRKSMSVYCSPAKSSRAAVGNKMFVKGA 

PEG\ODRCNYVRVGTTRVPLTGPVKEKIMAVIKE. 

WGTGRDTLRCLAIATRDTPPKREEMVLDDSARF 

LEYETDLTFVGWGMLDPPRKEVTGSIQLCRDA 

GIRVIMITGDNKGTAIAICRRIGIFGENEEVADRA 

Y\TGREFDDL\PLAEQ\REACRRACCFARVEPSHK 

SKIVE YLQSYDEITAMTGDGVNDAPALKKAEIGI 

AMGSGTAVAKTASEMVLADDNFSHVAAVEEGR 

AIYNNMKQFIRYLISSNVGEWCIFLTAALGLPEA 

LIPVQLLWVNLVTDGLPATALGFNPPDLDIMDRP 

PRSPKEPLI\SGWLFFRYMAIGGYVGAATVGAAA 

WWI^YAEDGPHVNYSQLTHFMQCTEDNTHFEGI 

DCEWEAPEPMTMALSVLVTIEMCNALNSLSEN 

QSLLI^PWVhllWLLGSICLSMSLHFLILYVDPLP 

MIFKLRALDLTQWLMVLKISLPVIGLDEILKFVA 

RNYLEG*LFPLLHL*ARVTDPEDERRK 


2968 


A 


3 


2414 


GARSCSRLGRCTFPLWKGREMEVRKLSISWQFLI 

VLVLILQILSALDFDPYRVLGVSRTASQADIKKA 

YKKLAREWHPDKNKDPGAEDKFIQISKAYEILSN 

EEKRSNYDQYGDAGENQGYQKQQQQREYRFRH 

FHENFYFDESFFHFPFNSERRDSIDEKYLLHFSHY 

VNEVAPDSFKKPYLIKITSDWCFSCIHIEPVWKEV 

IQELEELGVGIGWHAGYERRLAHHLGAHSTPSI 

LGHNGKISFFHNAVVRENLRQFVESLLPGNLVEK 

VTNKhTYVTlFLSGWQQEhn<^^ 

YKLTAFAYKDYLSFGYVYVGLRGTEEMTRRYKI 

NTYAPTLLVI^HINRPADVIQARGMKKQIIDDH 
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SEQtD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino acid sequence (A=Alaninc OCysteine, D=Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G=Glycine f H«Histidine, 
I-Isoleudne, K^Lysine, L^Leudne, M=Methionine, 
N^Asparagine, P»Proiine, Q-Glntamine, R=Arginine, S^Serine, 
T«Threonine, V»VaIine, W~Tryptophan, V=iyrosine, 
X=Unknown, *«=Stop codon, ^possible nudeotide deletion, 
V=possible nudeotide insertion 










TRNKYLIAARLTSQKIJHELCPVKRSHRQRKYC 

WLLTAETTKLSKPFEAFLSFALANTQDTVRFVH 

VYSNRQQEFADTLLPDSEAFQGKSAVSELERRNT 

AGRWYKTLEDPWIGSESDKFILLGYLDQLRKDP 

ALLSSEAVLPDLTDELAPVFLLRWFYSASDY1SD 

CWDSIFHN>W\REMMPLLSLIFSALFILFGTVIVQ 

AFSDSNDERESSPPEKEEAQEKTGKTEPSFTKENS 

SKIPKKGFVEVTELTDVTYTSl^VRLRPGHMNV 

VLILSNSTKTSLLQKFALEVYTFTGSSCLHFSFLSL 

DKHREWIJEYLLEFAQDAAPIPNQYDKHFMERDY 

TG YVLALNGHKKYFCLFKPQKTVEEGGKP* G SC 

SDVDSSLYLGESRGKPSCGLGSRPIKGKLSKLSL 

WMERLLEGSLQRFYIPSWPELD 


2969 


A 


48 


1117 


KGLSPDQVLSAFAPLIXJEMWLKVFTTFLSFATG 

ACSGLKVTVPSHTVHGVRGQALYLPVHYGFHTP 

ASDIQIIWIJ^ERPHTMPKYLLGSVNKSVVPDA^GI 

PATSSP^CHPMASLLINPLQFPDEGKVTVKVNIQG 

NGTLSASQKIQVTVDDPVTKPWQIHPPSGAVEY 

VGNMTLTCHVEGGTRLAYQWLKNGRPVHTSST 

YSFSPQNNTLHIAPVTKEDIGNYSCLVRNPVSEM 

ESDI1MPIIYYGPYGLQVNSDKGLKVGEVFTVDL 

GEAILFDCSADSHPPNTYSWIRRTDNTTYIIKHGP 

RLEVASEKVAQKTMDYVCCAYNNITGRQDETHF 

TVIITSVGMCDIQORDPNKT 


2970 


A 


68 


936 


HSALLTHSSFCVFTLCQDFFTYSSMSEEVTYADL 

QFQNSSEMEKIPEIGKFGEKAPPAPSHVWRPAAL 

FLTLLCLLLLIGLGVLASMFHVTLKIEMKKMNKL 

QNISEELQRNISLQLMSNMNISNKIRNLSTTLQTI 

ATKLCRELYSKEQEHKCKPCPRRWIWHKDSCYF 

LSDDVQTWQESBCMACAAQNASLLKINNKNALE 

FIKSQSRSYDYWLGLSPEEDS/YSWYESG*YNQ\P 

SAWVIRNAPDL1SINMYCGYINRLYVQYYHCTYK 

QRMICEKMANPVQLGSTYFREA 


2971 


A 


912 


2287 


VPNYLPSVSSAIGGEVPQRYVWRFCIGLHSAPRF 

LVAFAYWNHYLSCTSPCSCYRPLCRLNFGLNW 

ENLALL VLTYVSSSEDF/TWVPG* GRSGE VFPEGT 

GLPLPHSDLPTSWCGHSLQCGSQSSFPPAIHENAF 

rVFIASSLGHMLLTCILWRLTKKHTVSQE\DGLSL 

AGAPRQPRRKSRTSVLRIRVMVRWELSSNGNPG 

RGVLGLGLGLGNKLRWGQNLGL*HCVWVVWE 

TGE*KRWRLQMGEB*GVASRRQ*VRNSVRGLVC 

HNSSAPPMYMGFFSPTVFGGGVGG*LHVTFILHP 

PEVEAAGIPLLLGPSLPQRQGREHIVVILAAPACA 

PFHDR*WEPREIRPSP*ELGLRGEPTLSYPASCRVT 

RQPIP*DRKSYSWKQRLFIINFISFFSALAVYFRHN 

MYCEAGVYTIFAIIJBYTVVLT^MAFHMTAWWD 

FGNKELLITSQPEEKRF 


2972 


A 


1734 


246 


GGILSGRDGRTALPRPREPAERTAGLRRDMRPQE 

LPRLAFPLLLLLLLLLPPPPCPAHSATRFDPTWES 

LDARQLPAWFDQAKFGIFIHWGVFSVPSFGSEWF 

WWYWQKEKIPKYVEFMKDNYPPSFKYEDFGPL 

FTAOFNANQWADIFQASGAKYTVLTSKHHEGF 

TLWG\SEYSWNWNAIDEGPKRDIVKELEVAIRNR 

TDLRFGLYYSLFEWFHPLFLEDESSSFHKRQFPVS 

KTLPELYELVNNYQPEVLWSDGDGGAPDQYWN 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=AJanine Q^Cystelne, D=*Aspartic Add, 
E=Glutaralc Add, F«Pbenylalanioe, OGIydne, H^Histidfne, 
[nlsoleudne, K^Lyslne, LHLeudne, M»Methionine> 
N^Asparagine, P»Proline, Q^GIutamlne, R»Arginine, S=Serine, 
T^Threonine, V=Valine, W^ryptophan, Y-Tyrosine, 
X^Unknowi, *=Stop codon, /^possible nudeotlde deletion, 
\«possfble nudeotide Insertion 










STGFLAWLYNESPVRGTVVTNDRWGAGSICKHG 

GFYTCSDRYNPGHLLPHKWENCMTIDKLSWGY 

RRMGISDYLTEEELVKQLVETVSCGGNLLMNIG 

PTLDGTISWFEERLRQMGSWLKVNGEAIYETHT 

WRSQNDTVTPDVWYTSKPKEKLWAIFLKWPTS 

GQLFLGHPKAILGATEVKLLGHGQPLNWISLEQN 

GIMVEIJ>QLTIHQMPCKWGWALALTNVI 


2973 


A 


24 


1133 


SVPRAGGDMETGAAELYDQALLGILQHVGNVQ 

DFLRVLFGFLYRKTDFYRLLRHPSDRMGFPPGAA 

QALVLQVFKTFDHMARQDDEKRRQELEEKIRRK 

EEEEAKTVSAAAAEKEPVPVPVQEIEIDSTTELDG 

HQEVEKVQPPGPVKEMAHGSQEAEAPGAVAGA 

AEVPRVEPPILPRIQEQFQKOTDSYNGAVRENYTW 

SQDYTDLEVRVPVPKHWKGKQVSVALSSSSIRV 

AMLEENGERVLMEGKLTHKINTESSLWSLEPGK 

C\n.VNLSKVGEYWWNAIIJEGEEPmroKINKERS 

MATVDEEEQAVLDRLTFDYHQKLQGKPQSHEL 

KVHEMLKKGWDAEGSPFRGQRFDPAMFNISPGA 

VQF 


2974 


A 


271 


1854 


MQFGRAHGDCVSGAQLCGCPSMDDYMVLRMIG 

EGSFGRALLVQHESSNQMFAMKEIRLPKSFSNTQ 

NSRKEAVLLAKMKHPNIVAFKESFEAEGHLYIV 

MEYCDGGDLMQKIKQQKGKLFPEDMILNWFTQ 

MCLGVNH1HKKRVLHRDIKSKNIFLTQNGKGKL 

GDFGSARLLSNPMAFACTYVGTPYYVPPEIWEN 

LPYNNKSDIWSLGCILYELCTLKHPFQANSWKNL 

ILKVCQGCISPLPSHYSYELQFLVKQMFKRNPSH 

RPSATTLLSRGIVARLVQKCLPPEIIMEYGEEVLE 

EIKNSKHNTPRKKTNPSRIRIALGNEASTVQEEEQ 

DRKGSHTDLESINENLVESALRRVNREEKGNKSV 

HLRKASSPNLHRRQWEKNVPNTALTALENASILT 

SSLTAEDDRGGSVIKYSKNTTRKQWLKETPDTLL 

NILKNADLSLAFQTYTIYRPGS\EGFLKGPLSEETE 

ASDSVDGGHDSVILDPERLEPGLDEEDTDFEEED 

DNPDWVSELKKRAGWQGLCDR 


2975 


A 


32 


2833 


PPGEPGAGRGALSPCGPLSGPPPLPGREAGGTCG 

QPVNPVFDLSRRNPQEDFELIQRIGSGTYGDVYK 

ARim^TGELAAIKVIKLEPGEDFAVVQQEIIMMK 

D\CKHP\DIVAYF\GSYL\RRDKLWI\CMEF\CGSGS 

\LQDIYHVTGPLSELQIAYVSRETLQGLYYLHSKG 

KMHRDIKGANILLTDNGHVKLADFGVSAQITATI 

AKRKSFIGTPYWMAPEVAAVERKGGYNQLCDL 

WAVGITAIELAELQPPMFDLHPMRALFLMTKSNF 

QPPKLKDKMKWSNSFHHFVKMALTiCNPKKRPT 

AEKLLQHPFVTQHLTRSLAIELLDKVNNPDHSTY 

HDFDDDDPEPLVAVPHRIHSTSKNVREEKTRSEIT 

FGQVKFDPPLRKETEPHHELPDSDGFLDSSEEIYY 

TARSNLDLQLEYGQGHQG\GYFLGANKSLLKSV 

EEELHQRGHVAHLEDDEGDDDESKHSTLKAKIP 

PPLPPKPKSIFIPQEMHSTEDENQGTIKRCPMSGSP 

\AKPSQVPPRPPPPRLPPHKPVALGNGMSSFQLNG 

ERDGSLCQQQNEHRGENLSRKEKKDVPKPISNG 

LPPTPKVHMGACFSKVFNGCPLKIHCASSWINPD 

TRDQYLIFGAEEGIYTLNLNELHETSMEQLFPRR 

CTWLYVMNNCLLSISGKASQLYSHNLPGLFDYA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D»Aspartic Add, 
EXJlotamic Acid, F°Phenylalan)oe, G=Grycine, H«Histidlne, 
J^lsoleucine, K=Lysine, L»Lcudne, M<=Methionine, 
N«Asparagine, P=Proline, Q*Glutamine, R-Arglnlne, S*Serine, 
Threonine, V=VaIine, W*»Tryptophan, Y«Tyroslne, 
X B Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=posslble nucleotide insertion 










RQMQKIJVAffAHKLPDRILPRKFSVSAKIPETK 

WCQKCCVVRNPYTGHKYLCGALQTSIVLLEWV 

EPMQKFMLIKHTOFPIPCPLKMFEMLVVPEQEYP 

LVCVGVSRGRDFNQVVRFETVNPNSTSSWFTES 

DTPQTNVTHVTQLERDmVCLDCCmVNLQGR 

LKSSRKLSSELTFDFRIESIVCLQDSVLAFWKHG 

MQGRSFRSNEVTQEISDSTRIFRLLGSDRVVVLES 

RPTDNPTANSNLYILAGHENSY 


2976 


A 


32 


2833 


PPGEPGAGRGALSPCGPLSGPPPLPGREAGGTCG 

QPVNPVFDLSRRNPQEDFELIQRIGSGTYGDVYK 

AIWVNTGELAAnCVIKLEPGEDFAVVQQEIIMMK 

D\CKHP\DrVAYF\GSYL\RRDKLWRCMEF\CGSGS 

\LQDIYHVTGPLSELQIAYVSRETLQGLYYLHSKG 

KMHRDIKGANILLTDNGUVKLADFGVSAQITAH 

AKRKSFIGTPYWMAPEVAAVERKGGYNQLCDL 

WAVGITAIELAELQPPMFDLHPMRAIJE^MTKSNF 

qppklkdkmkwsnsfhhfvkmaltknpkkrpt 

aekllqhpfvtqhltrsiatelldkvnnpdhsty 

hdfddddpeplvavphrihstsrnvreektrseit 

fgqvkfdpplrketephhelpdsdgfldsseeiyy 

tarsnldlqleygqghqg\gyflganksllksv 

eeelhqrghvahleddegdddeskhstlkakip 

pplppkpksifipqemhstedenqghkrcpmsgsp 

\akpsqvpprpppprlpphkpvalgngmssfqlng 

erdgslcqqqnehrgenlsrkekkdvpkpisng 

lpptpkvhmgacfskvfngcplkihcasswinpd 

trdqylifgaeegiytlnlnelhetsmeqlfprr 

ctwlyvmnncllsisgkasqlyshnlpglfdya 

RQMQKLPVAIPAHKLPDRILPRKFSVSAKIPETK 

WCQKCCVVRNPYTGHKYLCGALQTSIVLLEWV 

EPMQKFMLIKHIDFPIPCPLKMFEMLVVPEQEYP 

LVCVGVSRGRDFNQVVRFETVNPNSTSSWFTES 

DTPQTNVTHVTQLERDTILVCLDCCIKIVNLQGR 

LKSSRKLSSELTFDFRIESIVCLQDSVLAFWKHG 

MQGRSFRSNEVTQEISDSTRIFRLLGSDRWVLES 

RPTDNPTANSNLYILAGHENSY 


2977 


A 


174 


1543 


YSLRKGITFK1AGAMVHIKKGELTQEEKELLEVI 

GKGTVQEAGTLLSSKNVRVNCLDENGMTPLMH 

AAYKGKLDMCKLLLRHGADVNCHQHEHGYTA 

LMFAALSGNKDITWVMLEAGAETDVVNSVGRT 

AAQMAAFVGQHDCVTHNNFFPRERLDYYTKPQ 

GIJDKEPKLPPKLAGPLHKnTTTNLHPVKIVMLV 

NENPLLTEEAALNKCYRVMDLICEKCMKQRDM 

NEVLAMKMHYISCIFQKCINFLKDGENKLDTLIK 

SLLKG\RASDGFPVYPEKILRESIRK\FPYCEATLL 

QQLVRSIAPVEIGSDPTAFSVLTQAITGQVGFVDV 

EFCTTCGEKGASKRC^VCKMmCDQTCQKTHW 

FTHKKICKNLKDIYEKQQLEAAKEBCRQEENHGK 

LDVNSNCVNEEQPEAEVGISQKDSNPEDSGEGK 

KESLESEAELEGLQDAPAGPQVSEE 


2978 


A 


3 


5177 


SDDLRTGLFQDVQDAESLKLPGVYEVLFYNETE 
DCPGMMLWRYPEPRGLTLVRITPVPFNTTEDPDI 
STADLGDVLQDPCSLEYWDELQKVFVAFREFNL 
SESKVCELQLPDINLVNDQKBsLVSSDLWRIVLNS 
SQNGADDQSSASESGSQSTCDPLVTPTALAACTR 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Aianine OCystelne, D=Aspartic Acid, 
E^GIutamic Acid, ^Phenylalanine, G«GIydne, H«Histidine, 
I»Isoleadne, K«Lysine, L=Leucine t M=Methiontne t 
N«Asparagine, P"Proline, Q^GIutamine, R=Arginine, S=>5erine, 
T«Threonine, V-Valine, W^Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
V=possibIe nudeotide Insertion 










VDSCFTPWFWSLCVSFQFAKDLEFHLCHHLDQLG 

TAAPQYLQPFVSDRNMPSELEYMIVSFREPHMYL 

RQWNNGSVCQEIQFLAQADCKLLECRhfVTMQS 

VVKPFSIFGQMAVSSDVVEKLLDCTVIVDSVFVN 

LGQHWHSLNTAIQAWQQNKCPEVEELVFSHFV 

ICNDTQETLRFGQVDTDENILLASLHSHQYSWRS 

HKSPQLLfflCffiGWGm^WSEPFSVDHAGIHRT 

IQYRGRTASLIIKVQQLNGVQKQmCGRQIICSYL 

SQSIELKWQHYIGQDGQAVVREHFDCLTAKQK 

IJPSYILEKNELTELCVKAKGDEDWSRDVCLESK 

APEYSmQWSSNSSIIYVWCTVLTLEPNSQVQQ 

RMIWSPLFIMRSHLPDPIIIHLEKRSLGLSETQIIP 

GKGQEKPLQNIEPDLVHHLTFQAREEYDPSDCA 

WISTSLIKQIATKXHHPGGTVNQILDEFYGPEKSL 

QPIWPYNKKDSDRNEQLSQWDSPMRVKLSIWKP 

YVRTLLIELLPWALLINESKWDLWLFEGEKIVLQ 

VPAGKIIIPPNFQEAFQIGIYWANTNTVHKSVAIK 

LVHNLTSPKWKDGGNGEWTLDEEAFVDTEIRL 

GAFPGHQKLCQFCISSMVQQGIQnQIEDKTTIINN 

TPYQIFYKPQLSVCNPHSGKEYFRVPDSATFSICP 

GGEQPAMKSSSLPC WDLMPDISQSVLDASLLQK ' 

QIMLGFSPAPGADSSQCWSLPAIVRPEFPRQSVA 

VPLGNFRENGFCTRAIVLTYQEHLGVTYLTLSED 

PSPRVIIHNRCPVKMLIKENIKDIPKFEVYCKKIPS 

ECSIHHELYHQISSYPDCKTKDLLPSLLLRVEPLD 

EVTTEWSDAIDINSQGTQWFLTGFGYVYVDW 

HQCGTWITVAPEGKAGPILTNTORAPEKIVTF/K 

MHTQLSLAVFDDLTHHKASAELLRLTLDNIFLC 

VAPGAGPLPGEEPVAALFELYCVEICCGDLQLDN 

QLYNKSNFHFAVLVCQGEKAEPIQCSKMQSLLIS 

NKELEEYKEKCFIKLCITLNEGKSn.CDINEFSFEL 

KPARLYVEDTFVYYIKTLFDTYLPNSRLAGHSTH 

LSGGKQVLPMQVTQHARALVNPVKLRKLVIQPV 

NLLVSIHASLKLYIASDHTPLSFSVFERGPIFTTAR 

QLVHALAMHYAAGALFRAGWVVGSLDILGSPA 

SLVRSIGNGVADFFRLPYEGLTRGPGAFVSGVSR 

GTTSFVKHISKGTLTSITNLATSLARNMDRLSLDE 

EHYNRQEEWRRQLPESLGEGLRQGLSRLGISLLG 

AIAGIVDQPMQNFQKTSEAQASAGHKAKGVISG 

VGKGIMGVFTKPIGGAAELVSQTGYGILHGAGLS 

QLPKQRHQPSDVVHADQAPNSHVKYVWKMLQS 

LGRPEVHMALDWLVRGSGQEHEGCLLLTSEVL 

FVVSVSEDTQQQAFPVTEIDCAQDSKQNNLLTV 

QLKQPRVACDVEVDGVRERLSEQQYNRLVDYIT 

KTSCHLAPSCSSMQIPCPVVAAEPPPSTVKTYHY 

LVDPHFAQVFL^KFTMVKNKALRKGFP 


2979 


A 


255 


2673 


AWLFPASVLCPRCLTGSAVGSAEWKSLWLFPFS 

SRPTLGHLDSKPSSKSNMIRGRNSATSADEQPfflG 

NYRLLKTIGKGNFAKVKLARHILTGKEVAVKIID 

KTQLNSSSLQKLFREVRIMKVLNrffNIVKLFEVIE 

TEKTLYLVMEYASGGEVFDYLVAHGRMKEKEA 

RAKFRQIVSAVQYCHQKFIVHRDLKAENLLLDA 

DMN1KIADFGFSNEFTFGNKLDTFCGSPPYAAPEL 

FQGKKYDGPEVDVWSLGVILYTLVSGSLPFDGQ 

NLKELRERVLRGKYRIPFYMSTOCENLLKKFLIL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino acid sequence (A=Alanine OCystelne, D=Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, G=Glycine, H=Hlstidine, 
I«lsoleudne, K=Lyslne, L=LencJne, M a Methionine, 
N^Asparaglne, P-»ProIine t Q=Glutomlne, R«Arginine, S=Serine, 
T=Threonine, V«Valine, W-Tryptophan, Y=Tyrosine, 
X»Unknown, *=Stop codon, possible nucleotide deletion, 
V^possible nucleotide insertion 










NPSKRGTLEQIMKDRWMNVGHENDDELKPYGEP 

LPVDYKDPRRTELMVSMGYTREEIQDSLVGQRYN 

EVMATYLLLGYKSSELEGDHTLBCPRPSADLTNS 

SAPSPSHKVQRSVSANPKQRRFSDQAGPAIPTSNS 

YSKKTQSNNAENKRPEEDRESGRKASSTAKVPA 

SPLPGLERKKTTPTPSTNSVLSTSTNRSRNSPLLVE 

RASL\GQGFHPEWAKTALTMPGSRASTASASAA 

VSAARPRQHQKSMSASVHPNKASGLPPTESNCE 

VPRPRQVCWGSCTAPQRVPVASPSAHNISSSGGA 

PDRTNFPRGVSSRSTFHAGQLRQVR\DQQNLPYG 

VTPASPSGHSQGRRGASGSIFSKFTSKFVRRNLNE 

PESKDR\VETLRPHW\NSGGNDKEKEEFREAKPR 

SLRFTWSMKTTSSMEPNEMMREIRKVLDANSCQ 

SELHEKYMLLCMHGTPGHEDFVQWEMEVCKLP 

RLSLNGVRFKRISGTSMAFKNIASKIANELKL 


2980 


A 


120 


3433 


NCLLLQAKGFHGEffiDLQQWLTDTERHLLASKP 

LGGLPETAKEQLNVHMEVCAAFEAKEETYKSLM 

QKGQQMLARCPKSAETNIDQDINNLKEKWESVE 

TKLNER\KT\KLEEALNLA\MEFHNSL\QDFINWLT 

QAEQTLNVASRPSLILDTVLFQIDEHKVFANEVN 

SHREQIIELDKTGTHLKYFSQKQDWLIKNLLISV 

QSRWEKWQRLVERGRSLDDARKRAKQFHEAW 

SKLMEWLEESEKSLDSELEIANDPDKIKTQLAQH 

KEFQKSLGAKHSVYDTTNRTGRSLKEKTSLADD 

NLKLDDMLSELRDKWDTICGKSVERQNKLEEA\ 

LLFSGQFTDALQALIDWLYRVEPQLAEDQPVHG 

DH)LVMNLIDNHKAFQKELGKRTSSVQALKRSA 

RELIEGSRDDSSWVKVQMQELSTRWETVCALSIS 

KQTRLEAALRQAEEFHSWHALLEWLAEAEQTL 

RFHGVLPDDEDALRTLIDQHKEFMKKLEEKRAE 

LM<ATTMGDTV1AICOTDSITTIKHWITIIRARFEE 

VLAWAKQHQQRLASALAGLIAKQELLEALLAW 

LQWAETTLTDKDKEVPQEIEEVKALIAEHQTFM 

EEMTRICQPDVDKVTKTYKRRAADPSSLQSHIPV 

LDKGRAGRKRFPASSLYPSGSQTQIETKNPRVNL 

LVSKWQQVWLLALERRRKLNDALDRLEELREF 

ANFDFDIWRKKYMRWMNHKKSRVMDFFRRIDK 

DQDGKITRQEFIDGILSSKFPTSRLEMSAVADIFD 

RDGDGYIDYYEFVAALHPNKDAYKPITDADKIE 

DEVTRQVAKCKCAKRFQVEQIGDNKYRFFLGNQ 

FGDSQQLRLVRILRSTVMVRVGGGWMALDEFL 

VKNDPCRAKGRTNMELREKFILADGASQGMAA 

FRPRGRRSRPSSRGASPNRSTSVSSQAAQAASPQ 

WATTTPKILHPLTRNYGKPWLTNSKMSTPCKAA 

ECSDFPVPSAEGTPIQGSKLRLPGYLSGKGFHSGE 

DSGLITTAAARVRTQFADSKKTPSRPGSRAGSKA 

GSRASSRRGSDASDFDISEIQSVCSDVETVPQTHR 

PTPRAGSRPSTAKPSKIPTPQRKSPASKLDKSSKR 


2981 


A 


120 


3433 


NCLLLQAKGFHGEIEDLQQWLTDTERHLLASKP 

LGGLPETAKEQLNVHMEVCAAFEAKEETYKSLM 

QKGQQMLARCPKSAETNE)QDINNLKEKWESVE 

TKL>^\KT\KLEEALNLA\MEFHNSL\QDFINWLT 

QAEQTLNVASRPSLILDTVLFQIDEHKVFANEVN 

SHREQIffiLDKTGimJKYFSQKQDVVLIKNLLISV 

QSRWEKWQRLVERGRSLDDARKRAKQFHEAW 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino acid sequence (A=Alanine OCystdne, D=Aspartic Acid, 
EsGlutamic Add, ^Phenylalanine, G=G lycine, H=HIstidine, 
I=Isoleudne, KHLysine, L=Leudne, M«Metfaionlne, 
N»A$paragine, P^Proline, Q=GlutaraIne, R^Arginine, S=Serine, 
•P-Threonine, V=Valine, W=Tryptophan, Y^Tyrosine, 
X=tfnknown, *=Stop codon, /^possible nudeotide deletion, 
^possible nudeotide insertion 










SKLMEWLEESEKSLDSELEIANDPDKIKTQLAQH 

KEFQKSLGAKHSVYDTTNRTGRSLKEKTSLADD 

NLKLDDMLSELRDKWDTICGKSVERQNKLEEA\ 

LLFSGQFTDALQALIDWLYRVEPQLAEDQPVHG 

DIDLVMNLIDNHKAFQKELGKRTSSVQALKRSA ' 

RELIEGSRDDSSWVKVQMQELSTRWETVCALSIS 

KQTRLEAALRQAEEFHSWHALLEWLAEAEQTL 

RFHGVLPDDEDALRTLIDQHKEFMKKLEEKRAE 

LNKATTMGDTVLAICHPD^ITTIKHWITDRARFffi 

VLAWAKQHQQRLASALAGLIAKQELLEALLAW 

LQWAETTLTDKDKEVIPQEIEEVKALIAEHQTFM 

EEMTRKQPDVDKVTKTYKRRAADPSSLQSHIPV 

LDKGRAGRKRFPASSLYPSGSQTQIETKNPRVNL 

LVSKWQQVWLLALERRRKLNDALDRLEELREF 

ANFDFDIWRKKYMRWMNHKKSRVMDFFRRIDK 

DQDGKITRQEFIDGILSSKPPTSRLEMSAVADIFD 

RDGDGYIDYYEFVAALHPNKDAYKPITDADKIE 

DEVTRQVAKCKCAKRFQVEQIGDNKYRFFLGNQ 

FGDSQQLRLVRILRSTVMVRVGGGWMALDEFL 

VKNDPCRAKGRTNMELREKFILADGASQGMAA 

FRPRGRRSRPSSRGASPNRSTSVSSQAAQAASPQ 

WATTTPKILHPLTRNYGKPWLTNSKMSTPCKAA 

ECSDFPVPSAEGTPIQGSKLRLPGYLSGKGFHSGE 

DSGLITTAAARVRTQFADSKKTPSRPGSRAGSKA 

GSRASSRRGSDASDFDISEIQSVCSDVETVPQTHR 

PTPRAGSRPSTAKPSKIPTPQRKSPASKLDKSSKR 


2982 


A 


1 


2065 


MAAGGAEGGSGPGAAMGDCAEIKSQFRTREGF 

YKLLPGDGAARRSGPASAQTPVPPQPPQPPPGPA 

SASGPGAAGPASSPPPAGPGPGPALPAVRLSLVR 

LGEPDSAGAGEPPATPAGLGSGGDRVCFNLGRE 

LYFYPGCCRRGSQRWHTPLTPFLPPLKSIDLNKPI 

DKRIYKGTQPTCHDFNQFTAATETTSLLVGFSAG 

QVQYLDLIKKDTSKLFNEERIJDKTKVTYLKWLP 

ESESLFLASHASGHLYLYNVSHPCASAPPQYSLL 

KQVAWGFSFYAAKSKAPRNPLAKWAVGEGPLNE 

FAFSPDGRHI^CVSQDGCLRVFHFDSMLLRGLM 

KSYFGGLLCVCWSPDGRYVVTGGEDDLVTVWS 

FTEGRWARGHGHKSWVNAVAFDPYTTRAEEA 

ATAAGADGERSGEEEEEEPEAAGTGSAGGAPLSP 

LPKAGSITYRFGSAGQDTQFCLWDLTEDVLYPHP 

PLARTRTLPGTPGTTPPAASSSRGGEPGPGPLPRS 

LSRSNSLPHPAGGGKAGGPGVAAEPGTPFSIGRF 

ATLTLQERRDRGAEKEHKRYHSLGNISRGGSGG 

SGSGGEKPSGPVPRSRLDPAKVLGTALCPRIHEV 

PLLEPLVCKKIAQERLTVLLFLEDCnTACQEGLIC 

TWARPGKAFTDEETEAQTGEGSWPRSPSKSWE 

GISSQPGNSPSGTW 


2983 


A 


3855 


220 


RRFRLSAHRAQPCCRCRGLEMPRGVFQQLSNLV 

LQELNANLSNLTSAFEKATAEKIKCQQEADATN 

RVULANRLVGGLASEMRWAESVENFRSQGVTL 

CGDVLLISAFVSYVGYFIKKYRNELMEKFWIPYI 

HhfLKVPIPITNGLDPLSLLTDDADVATWNNQGLP 

SDRMSTENATELGNTERWPLIVDAQLQGIKWIKN 

KYRSELKAIRLGQKSYLDVIEQATSEGDTLLEENI 

GETVDPALDPLLGRNTIKKGKYIKIGDKEVGVPP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A<=Alanine OCysteine, D=Aspartic Add, 
E=Glutatnic Add, ^Phenylalanine, G=Glydne, H=HJstidine, 
I^Isoleucine, K-Lysine, l^Leucine, M»Methfonine, 
N=Asparagine, P=ProIine, Q=Glutamine, R=Arginine, S=Serine, 
^Threonine, V-Valine, W«Tryptophan, Y»Tyrosine, 
X^Unltnown, *=Stop codon, ^possible nucleotide deletion, 
\=possible nucleotide insertion 










QWPDPTHQVLQPTLQARDAGSVH\LINFLVTRD 

GLEDQLLAAWAKERPDLEQLKANLTKSQNEFK 

IYLKELEDSLLARLS AA SGNFLGDTAL VENLETT 

KOTASEIEEKVVEAKITEVKIOTARENYRPAAER 

ASLLYHLNDLNONPVYQFSLKAFNWFEKAIQR 

TTPANEVKQRVINLTDEITYSVYMYTARGLFERD 

KLIFLAQVTFQVLSMKKELNPVELDFLLRFPFKA 

GVVSPVDFLQHQGWGGIKALSEMDEFKNLDSDI 

EGSAKRWKKLVESEAPEKEIFPKEWKNKTALQK 

LCMVRCLRPDRMTYAJKNFVEEKMGSKFVEGRS 

VEFSKSYEESSPSTSIFFILSPGVDPLKDVEALGKK 

LGFTIDNGKLHNVSLGQGQEWAENALDVAAEK 

GHWV1LQNIHLVARWLGTLDKKLERYSTGRHED 

YRVFERAEPAPSPETHIIPQGILENAIKITNEPPTGM 

YANLYKALDLFTQDTLEMCTKEMEFKCMLFAL 

CYFHAVVAERRKFGAQGWNRSYPFNNGDLTISI 

NVLYNYI^ANPKVPWDDLRYLFGEIMYGGHITD 

DWDRRLCRTYLAEYIRTEMLEGDVLLAPGFQIPP 

NLDYKGYHEYIDENLPPESPYLYGLHPNAEIGFL 

TVTSEKLFRTVLEMQPKETDSGAGTGVSREEKV 

KAVLDDILEKIPETFNMAEIMAKAAEKTPYVVV 

AFQECERMNILTNEMRRSLKELNLGLKGELTITT 

DVEDLSTALFYDTVPDTWVARAYPSMMGLAAW 

YANLLLRIRELEAWTTDFALPTTVWLAGFFNPQS 

FLTAIMQSMARKNEWPLDKMCLSVEVTBCKNRE 

DMTAPPREG S YVYGLFMEGARWDTQTGVIAEA 

RLKELTPAMPVIFIKAIPVARIVffiTKNIYECPVYKT 

RIRGPTYVWTFNLKTKEKAAKWILAAVALLLQV 


2984 


A 


2 


1464 


FVLFPG1AMETPGASASSLLLPAASRPPRKREAGE 

AGAATSKQRVLDEEEYIEGLQTVIQRDFFPDVEK 

LQAQKEYLEAEENGDLERMRQIAIKFGSALGBCM 

SREPPPPYVTPATFETPEVHAGTGWGNKPRPRG 

RGLEDGEAGEEEEKEPLPSLDVFLSRYTSEDNAS 

FQEIMEVAKERSRARHAWLYQAEEEFEKRQKDN 

LELPSAEHQAIESSQASVETWKYKAKNSLMYYP 

EGWDEEQLFKKPRQVVHKNTRFLRDPFSQALSR 

CQLQQAAALNAQHKQGKVGPDGKELEPQESPRV 

GGFGFVATPSPAPGVNESPMMTWGEVENTPLRV 

EGSETPYVDRTPGPAFKILEPGRRERLGLK3V1ANE 

AAAKNRAKKQEALRRVTENLASLTPKGLSPAMS 

PALQRLVSRTASKYTDRALRASYTPSPARSTHLK 

NPGPVGCRPPQSTPGA/PGSATRTPL\TQDPA\SIT 

DNLLQLPARRKASDFF 


2985 


A 


1890 


178 

* 


ASTQEAGLLSPPGVGAQRCWNFVACLPVRACAD 

MASNDYTQQATQSYGAYPTQPGQGYSQQSSQP 

YGQQSYSGYSQSTDTSGYGQSSYSSYGQSQNSY 

GTQSTPQGYGSTGGYGSSQSSQSSYGQQSSYPGY 

GQQPAPSSTSGSYGSSSQSSSYGQPQSGSYSQQPS 

YGGQQQSYGQQQSYNPPRGYGQQNQYNSSSGG 

GGGGGGGGSYGQDQSSMSGSGGGGGGGGGGGS 

GGGGGYGNQDQTGAAGSRGYRQ\QDRGGRCRG 

GSGGGGS\GGAAGYNRSSGGYEPRGRGGGRGGR 

GGMGGSDRGGFNKFGGPRDQGSRHDSEQDNSD 

N>TITFVQGLGENVTffiSVADYFK^^ 

QPMINLYTDRETGKLKGEATVSFDDPPSAKAAID 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

npnHrfp 

UVUIIUC 

sequence 


Predicted end 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 


Amino add sequence (A»Alanine OCysteine, D=*Aspartic Add, 
E=GIutamic Acid, ^Phenylalanine, G^Giydne, H«Histidine, 
I«Isoleudne, K=Lysine, IHLeudne, M=Methtonlne, 
N-Asparagine, P=ProIine, Q=Glutamine, R=Arglnlne, S=Serine, 
T»Threonine, V«Va)lne, W»Tryptophan, Y=«Tyrosine, 
X=Unknown, *-=Stop codon,/=possible nudeotide deletion, 
^possible nucleotide insertion 










WFDGKEFSGNPIKVSFATRRADFNRGGGNGRGG 

RGRGGPMGRGGYGGGGSGGGGRGGFPSGGGGG 

GGQQRAGDWKCPNPTCENMNFSWRNECNQCK 

APKPDGPGGGPGGSHMGGNYGDDRRGGRGGYD 

RGGYRGRGGDRGGFRGGRGGGDRGGFGPGKM 

DSRGEHRQDRRERPY 


2986 


A 


1890 


178 

r 


ASTQEAGLLSPPGVGAQRCWNFVACLPVRACAD 

MASNDYTQQATQSYGAYPTQPGQGYSQQSSQP 

YGQQSYSGYSQSTDTSGYGQSSYSSYGQSQNSY 

GTQSTPQGYGSTGGYGSSQSSQSSYGQQSSYPGY 

GQQPAPSSTSGSYGSSSQSSSYGQPQSGSYSQQPS 

YGGQQQSYGQQQSYNPPRGYGQQNQYNSSSGG 

GGGGGGGGSYGQDQSSMSGSGGGGGGGGGGGS 

GGGGGYGNQDQTGAAGSRGYRQVQDRGGRCRG 

GSGGGGS\GGAAGYNRSSGGYEPRGRGGGRGGR 

GGMGGSDRGGFNKFGGPRDQGSRHDSEQDNSD 

NNTn^QGLGEhTNniESVADYFKQIGIIKTNKKTG 

QPMINLYTORETGKLKGEATVSFDDPPSAKAAID 

WFDGKEFSGNPIKVSFATRRADFNRGGGNGRGG 

RGRGGPMGRGGYGGGGSGGGGRGGFPSGGGGG 

GGQQRAGDWKCPNPTCENMNFSWRNECNQCK 

APKPDGPGGGPGGSHMGGNYGDDRRGGRGGYD 

RGGYRGRGGDRGGFRGGRGGGDRGGFGPGKM 

DSRGEHRQDRRERPY 


2987 


A 


1376 


898 


GGAKAGGAPHPFTLPFRHVGGLSAAPEEVEGML 

WAGARQHGRNWRKRETSPGTQGPLPPVPR/VPP 

GPDGVPHAIAPTLSWAIPRQQCSPQPGRLNALPPD 

RCSGPHFGDRAPESCFPGACSVSGACAFKGTRPA 

CPPQEPSLRSSRNRLREGQTFGRMEI 


2988 


A 


1 


1011 


MGNDSVSYEYGDYSDLSDRPVDCLDGACLATDP 

LRVAPLPLYAAEFLVGVPGNAMVAWVAGKVAR 

RRVGATWLLHLAVADLLCCLSLPILAVPIARGGH 

WPYGAVGCRALPSHLLIMYASVLLLAALSADLC 

FLALGPAW\CLRFS/GACGVQVACGAAWTLALL 

LTVPSAIYRRLHQEHFPARLQCWDYGGSSSTEN 

AVTAIRFLFGFLGPLVAVASCHSALLCWAARRC 

RPLGTAIWGFFVCWAPYHLLGLVLTVAAPNSA 

LLARALRAEPLIVGLALAHSCLNPMLFLYFGRAQ 

LRRSLPAACHWALRESQGQDESVDSKKSTSHDL 

VSEMEV 


2989 


A 


27 


4074 


KSQLFCFWVGKAGDILSGDQDKEQKDPYFVETP 

YGYQLDLDFLKYVDDIQKGNTKRLNIQKRRKPS 

VPCPEPRTTSGQQGIWTSTESLSSSNSDDNKQCP 

NFLIARSQVTSTPISKPPPPLETSLPFLTEPENRQLP 

PPSPQLPKHNLHVTKTLMETRRRLEQERATMQM 

TPGEFRRPRLASFGGMGTTSSLPSFVGSGNHNPA 

KHQLQNGYQGNGDYGSYAPAAPTTSSMGSSIRH 

SPLSSGISTPVTm^SPMHLQHIREQMAIALKRLKE 

LEEQVRTTPVLQVKISVLQEEKRQLVSQLKNQRA 

ASQINVCGVRKRSYSAGNASQLEQLSRARRSGG 

ELYIDYEEEEMETVEQSTQRKEFRQLMADMQA 

LEQKIQDSSCEASSELRENGECRSVAVGAEENMN 

DIVVYHRGSRSCKDAAVGTLVEMRNCGVSVTEA 

MLGVMTEADKEIELQQQTIESLKEKIYRLEVQLR 

ETTHDREMTKLKQELQAAGSRKKVDKATMAQP 
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SEQH) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A»Atanme OCysteine, D=Aspartic Acid, 
E~Glutatnic Acid, F^henylalanine, G*=Glycine, H»Hisu'dine t 
I»IsoleucJne, lOLysine, L=0Letidne, M=Methionlne, 
N=Asparagine, P»Proline, Q=Glutamine, R-Arglnine, S=Serlne ) 
T=Tnreonine, V»VaIine, W=Tryptophan, Y»Tyrosine, 
X«Unknown, *=Stop codon, /=posslble nudeotide deletion, 
^possible nudeotide insertion 










LVFSKWEAWQTRDQMVGSHMDLVDTCVGTS 

VETNSVGISCQPECKNKVVGPELPMNWWIVKER 

VEMHDRCAGRSVEMCDKSVSVEVSVCETGSNTE 

ESVNDLTLLKTNLNLKEVRSIGCGDCSVDVTVCS 

PKECASRGVNTEAVSQVEAAVMAVPRTADQDT 

STDLEQVHQFTNTETATLIESCTNTCLSTLDKQTS 

TQTVETRTVAVGEGRVKDINSSTKTRSIGVGTLL 

SGHSGFDRPSAVKTKESGVGQININDNYLVGLK 

MRTIACGPPQLTVGLTASRRSVGVGDDPVGESLE 

NPQPQAPLGMMTGLDHYIERIQKLLAEQQTLLA 

ENYSELAEAFGEPHSQMGSLNSQLISTLSSINSVM 

KSASTEELRNPDFQKTSLGKTTGSYLGYTCKCGG 

LQSGSPLSSQTSQPEQEVGTSEGKPISSLDAFPTQ 

EGTLSPVNLTDDQIAAGLYACTNNESTLKSIMKK 

KDGNKDSNGAKKNLQFVGINGGYETTSSDDSSS 

DESSSSESDDECDVIEYPLEEEEEEEDEDTRGMAE 

GHHAVNIEGLKSARVEDEMQVQECEPEKVEIRE 

RYELSEKMLSACNLLKNTINDPKALTSKDMRFC 

LNTLQHEWFRVSSQKSAIPAMVGDYIAAFEAISP 

DVLRYVINLADGNGNTALHYSVSHSNFEIVKLLL 

DADVCN VDHQNKAG YTPIMLAALA A VEAEKDM 

RIVEELFGCGDVNAKASQAGQTALMLAVSHGRJ 

DMVKGLLACGADVNIQDDEGSTALMCASEHGH 

VEIVKLLLAQPGCNGHLEDNDGSTALSIALEAGH 

KDIAVLLYAHVNFAKAQSPGTPRLGRKTSPGPTH 

RGSFD 


2990 


A 


69 


1687 


ERLRPGQRAIRGPVPAAGACASLPPRAGPAQGRH 
AALGGAEPGSHLHCGVRLQRREEPGGQQRLLPQ 
RGGSAQTGHQHPGPYECQCPGPQPGGTTPALLSL 
ILEETRGPPASANPDKDHSTQPGTMGRKKIQISRI 
LDQR^QVTFTBCRKFGLMKKAYELSVLCDCEIA 
LHFNSATRLFQYASTDMDRVLLKYTEYSEPHESR 
TNTDBLETLKRRGIGLDGPELEPDEGPEEPGEKFR 
• RLAGEGGDPALPRPRL YPAAPAMPSPDV VYGAL 
PPPG\CDPSGLGEALPAQSRPSPFRPAAPKAGPPG 
LGHPLFSPSHLTSKTPPPLYLPTEGRRSDLPGGLA 
GPRGGLNTSRSLYSGLQNPCSTATPGPPLGSFPFL 
PGGPPVGAEAWARRVPQPAAPPRRPPQSSIKSER 
LFLRPPGAPATFLRPSPEPCSSPGPWQSLCGLGPP\ 
CAGCPWPTAGPGRRSPGGTSPERSPGTARARGDP 
\TSLQAFSEKTHTVTAPLRGGGLEVGGWTQSSAG 
GLLSFFLFVCISTNKNARGVRGPEKK 


2991 


A 


3 


1159 


IPQPLHCASPKEEMSLRCGDAARTLGPRVFGRYF 

CSPVRPLSSLPDKKKELLQNGPDLQDFVSGDLAD 

RSTWDEYKGNLKRQKGERLRLPPWLKTEIPMGK 

NYNKXKhnXRNLNLPTTVCEEARCPNIGECWGGG 

EYATATATIMLMGDTCTRGCRFCSVKTARNPPP 

LDASEPYNTAKAIAEWGLDYWLTSVDRDDMP 

DGGAEHIAKTVSYLKERNPKILVECLTPDFRGDL 

KAIEKVALSGLDVYAHNVETVPELQSKVRDPRA 

NFDQSLRVIJKHAKKVQPDVISKTSIMLGLGENDE 

QVYATMKALREADVDCLTLGQYMQPTRRHLKV 

EEYITPEKFKYWEKVGNELGFHYTASGPVLVRSS 

YKAGEFFLKNLVAKRKTKDL 


2992 


A 


3 


1636 


PVPGVPTSPPSCCPQDMQGPWVLLLLGLRLQLSL 
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NO: 


Metnoo 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, D-Aspartic Add, 
£«Glutamic Acid, F-Phenylalanine, G=Glycine» H°Histidine, 
I^Isolcudne, K=Lysine, LsLeucine, MpMethionine, 
N«Asparagioe, P=ProIine> Q=GIu (amine, R«Arginine, S=Serine, 
T«Threonine, V-Valine, W=Tryptopban, Y^Tyrosine, 
X-Un known, *=Stop codon, A-possible nudeotide deletion, 
\=possJble nudeotide insertion 










GV1PAEEENPAFWNRQAAEALDAAKKLQPIQKV ' 

AKNLILFLGDGLGVPTVTATRILKGQKNGKLGPE 

TPLAMDRFPYLALSKTYNVDRQVPDSAATATAY 

LCGVKANFQTIGLSAAARFNQCNTTRGNEVISV 

MNRAKQAGKSVGWTTTRVQHASPAGTYAHTV 

NRNWYSDADMPASARQEGCQDIATQLISNMDID 

VILGGGRKYMFPMGTPDPEYPADASQNGIRLDG 

KNLVQEWLAKHQGAWYVWNRTELMQASLDQS 

VTHLMGLFEPGDTKYEIHRDPTLDPSLMEMTEA 

ALRLLSKNPRGFYLFVEGGRIDHGHHEGVAYQA 

LTEAVMFDDAIERAGQLTSEEDTLTLVTADHSH 

VFSFGGYTLRGSSIFGLAPSKAQDSKAYTSILYGN 

GPGYVFNSGVRPDVNESESGSPDYHQQAGWPLS 

SETHGGEDVAVFARGPQAHLVHGVQEQSFVAH 

VMAFAACLEPYTACDLAPPACTTDAAHPVAASL 

PLLAGTLLLLGASAAP 


2993 


A 


3 


685 


DAWARLLKMNRLFGKAKPKAPPPSLTDCIGTVD 

SRAESIDKKISRLDAELVKYKDQDCKMREGPAKN 

MVKQKALRVLKQKRMYEQQRDNLA\NSHSTW\ 

TS\HYTIQSLKDTKTTVDAMKLGVK£MKKAYKQ 

VKIDQIEDLQDQLEDMMEDANEIQEALSRSYGTP 

ELDEDDLEAELDALGDELLADEDSSYLDEAASA 

PAPEGVPTDTKNKDGVLVDEFGLPQIPAS 


2994 


A 


1710 


161 


RRCELTPFIIKTLILPKSWGAFPEDVVMQHVSSSQ 

SSQRHVQWPGACPGAGEEQPACSQPSLPLTLPSP 

SHQLQQLMVRGGPAGGQNMNVDLQGVGPGLQ 

GSPQVTLAPLPLPSPTSPGFQFSAQPRRFEHGSPS 

Y1QVTSPLSQQVQTQSPTQPSPGPGQALQNVRAG 

APGPGLGLCSSSPTGDFVDASVLVRQISLSPSSGG 

HFVFQDGSGLTQIAQGAQVQLQHPGTPITVRERR 

PSQPHTQSGGTIHHLGPQSPAAAGGAGLQPLASP 

SHITTANLPPQISSIIQGQLVQQQQVLQGPPLPRPL 

GFERTPGVLLPGAGGAAGFGMTSPPPPTSPSRTA 

VPPGLSSLPLTSVGNTGMKKVPKKLEEIPPASPE 

MAQMRKQCLDYHHQEMQALKEVFKEYLIELFF 

LQHFQGNMMDFLAFKERLYGPLQAYLRQNDLDI 

EEEEEE\HFEVINDEVKVVARKHGQPGTPVAIAT\ 

QLPPRTSAAFPAQQQPLQVLSDGSTVQLPRLSSL 

GFEDSMC 


2995 


A 


3 * 


924 


SAPSGIDASTHAFARCKHPINVRRDPSIPIYGLRQS 

ILLNTRLQDCYVDSPALTNIWMARTCAKQNINAP 

APATTSSWEVVRNPLIASSFSLVKLVLRRQLKNK 

CCPPPCKFGEGKLSKRLKHKDDSVMKATQQARK 

RNFISSKSKQPAGHRRPAGGIRESKESSKEKKLTV 

RQDLEDRYAEHVAAT\QALPQDSGTAAWKG\RV 

LLPETQKRQQLSEDTLTIHGLPTEGYQALYHAW 

EPMLWNPSGTPKRYSLELGKADCQKLWEALCSQ 

GAISEGAQRDRFPGRKQPGVHEEPVLKKWPKLK 

SKK 


2996 


A 


3 


1713 


GKFGIKPSQRRISGKSTFHSEMEGEDTRDDSLYSI 

LEELWQDAEQIKRCQEKHNKLLSRTTFLNKKILN 

TEWDYEYKDFGKFVHPSPNLILSQKRPHKRDSFG 

KSFKHNLDIJnHNKSNAAK^DKTIGHGQVFTQ 

NSSYSHHENTrTTCVKFCERNQCGKVLSLKHSLS 

QNVKFPIGEKANTCTEFGKIFTQRSHFFAPQKIHT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A<=AJanine OCysteine, D=Aspartic Add, 
E-Glutaraic Acid, F»Pbenylalanine, G=Gtycine, H=Histidine, 
I»Isoleadne, K-Lysine, L^Leaclne, M=Methionine, 
N=Asparagine, P=ProIine ( Q=Glutamine, R«Arginlne, S^erine, 
T«Threonine, V»VaHne, W»Tryptophan, Y^yrosine, 
X=Unknown, *«Stop cod on, /-possible nucleotide deletion, 
V=possible nudeotide insertion 










VEKPHELSKCVNVFTQKPLLSIYLRVHRDEKLYI\ 

CTKM/CGKGLHPRNSELIMHEKTHTREKPYKCNE 

\CGKSFFQVSSLLRHQTTHTGEKLFECSECGKGFS 

LNSALNIHQKIHTGERHHKCSECGKAFTQKSTLR 

MHQRIHTGERSYICTQCGQAFIQKAHLIAHQRIH 

TGEKPYECSDCGKSFPSKSQLQMHKRIHTGEKPY 

ICTECGKAFTNRSNLNTHQKSHTGEKSYICAECG 

KAFTDRSNFN1CHQTIHTGEKPYVCADCGRAFIQK 

SELITHQRIHTTEKPYKCPDCEKSFSKKPHLKVHQ 

RmTGEKPYICAECGKAFTDRSNFNKHQTIHTGD 

KPYKCSDCGKGFTQKSVLSMHRNIHT 


2997 


A 


3 


1763 


AASTRTMGSRHFEGIYDHVGHFGRFQRVLYFICA 

FQNISCGIHYLASVFMGVTPHHVCRPPGNVSQW 

FHNHfSNWSLEDTGALLSSGQKDYVTVQLQNGEI 

WELSRCSRNICRENTSSLGYEYTGSKKEFPCVDG 

YIYDQNTWKSTAVTQWNLVCDRKWLAMLIQPL 

FMFGGPTG1G/VTFGYF\SDRLGRRWLWATSSS 

MFLFGIAAAFAVDYYTFMAARFFLAMVASGYLV 

VGFVYVMEFIGMKSRTWASVHLHSFFAVGTLLV 

ALTGYLVRTWWLYQMILSWTVPFILCCWVLPE 

TPFWLLSEGRYEEAQK\IVDIMAKWNRASSCKLS 

ELLSLDLQGPVSNSPTEVQKHNLSYLFYNWSITK 

RTLTVWLIWFTGSLGFYSFSLNSVNLGGNEYLNL 

FIXGWEIPAYTFVCIAMDKVGRRTVLAYSLFC\S 

ALACGVVMVIPQKHYILGVVTAM\VGKILPIGAA 

FG\LIYLYTAELYPTP/RSLAVGSGSMVCRLASIL 

APFSVDLSglWIFIPQLFVGTMALLSGVLTLKLPE 

TLGIOU.ATTWEEAAKLESENESKSSK1XLTTNNS 

GLEKTEAITPRDSGLGE 


2998 


A 


3 


1441 


QRPASQLLAPFAAEALPGAPRAAMAQHFSLAAC 

DVVGFDLDHTLCRYNLPESAPLIYNSFAQFLVKE 

KGYDKELLNVTPEDWDFCCKGLALDLEDGNFL 

KLANNGTVLRASHGTKMMTPEVLAEAYGKKEW 

KHFLSDTGMACRSGKYYFYDNYFDLPGALLCAR 

WDYLTBCLNNGQKTFDFWKDIVAAIQHNYKMS 

AFKENCGIYFPEIKRDPGRYLHSRPESVKKWLRQ 

LKNAGKILLLITSSHSDYCRLLCA\YILGNDFTDLF 

DIVITNALKPGFFSHLPSQRPFRTLENDEEQEALP 

SLDKPGWYSQGNAVHLYELLKKMTGKPEPKW 

YFGDSMHSDIFPARHYSNWETVLILEELRGDEGT 

RSQRPEESEPLEKKGKYEGPKAKPLNTSSKKWGS 

FF\IDSVLGLENTEDSLVYTWSCKRISTYSTIAIPSI 

EAIAELPLDYKFTRFSSSNSKTAGYYPNPPLVLSS 

DETLISK 


2999 


A 


320 


2417 


LRRRKMTPQSLLQTTLFLLSLLFLVQGAHGRGHR 

EDFRFCSQRNQTHRSSLHYKPTPDLRISIENSEEA 

LTVHAPFPAAHPASRSFPDPRGLYHFCLYWNRH 

AGRLHLLYGKRDFLLSDKASSLLCFQHQEESLAQ 

GPPLLATSVTSWWSPQNISLPSAASFTFSFHSPPH 

TGAHNASVDMCELKRDLQLLSQFLKHPQKASRR 

PSAAPASQQLQSLESKLTSVRFMGDMGSFEEDRI 

NATVWKLQPTAGLQDLHIHSRQEEEQSEIMEYS 

VLLPRTLFQRTKGRSGEAEKRLLLVDFSSQALFQ 

DKNSSQVLGEKVLGIWQNTKVANLTEPVVLTF 

QHQLQPKNVTLQCVFWVEDPTLSSPGHWSSAGC 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D=Aspartic Acid, 
E«Glntaratc Acid, ^Phenylalanine, OGIycine, H«Histidine, 
Msoleuclne, KpLysine, L=Leucinc, M=Methionine, 
N^Asparagine, P=Proline, Q^GIutamine, R»Arginine, S=Serine, 
T^^Threonine, V=Vnline, W»Tryptophan, Y=Tyroslne, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










ETVRRETQTSCFCNHLTYFAVLMVSSVEVDAVH 

KHYLSLLSYVGCVVSALACLVTIAAYLCSRVPLP 

CRRKPRDYTIKVHMNLLLAVFLLDTSFLLSEPVA 

LTGSEAGCRASAIFLHFSLLTCLSWMGLEGYNLY 

RLVVEVFGTYVPGYLLKLSAMGWGFPIFLVTLV 

ALVDVDNYGPELAVHRTPEGVIYPSMCWIRDSL 

VSYITNLGLFSLVFLFNMAMLATMWQILRLRPH 

TQKWSHVLTLLCLSLVLG\LPWALIFFSFASGTFQ 

LVVLYLFSnTSFQGFLIHWYWSMRLQARGGPSP 

LKSNSDSARLPISSGSTSSSRI 


3000 


A 


66 


1003 


SRGQLDAGQSSEQHGGNRQPEQSRSRSSSSSSSP 

RRSRSAAEPAMALSMPLNGLKEEDKEPLIELFVK 

AGSDGESIGNCPFSQRLFMILWLKGVVFSVTTVD 

LKROADLQ>n.APGTHPPnTFNSEVKTDVNKIEE 

FLEEVLCPPKYLKLSPKHPESNTAGMDIFAKFSA 

YIKNSRPEANEALERGLLKTLQKLDEYLNSPLPD 

EIDENSMEDIKFSTRKFLDGNEMTLADCNLLPKL 

HTVKWAKXYRNFDIPKEMTGIWRYLTNAYSRD 

EFTNTCPSDKEVEIUYSDVAKRLHQVKSRLLKE 

VSFMSSP 


3001 


A 


779 


2006 


LALTFRSALSTLPGSPMTSSGSPDLQLAWGPSLLP 

HPPSVWSPALPSCFAGPCPLLPLSDTQGWWGPN 

WLAPPSAALCRPDAAVWPDLPSSNILLVTPPPAK 

*SAVAV*PCPRGAHSLERAARQYT1SGSSTSQSGK 

CSKRDTKCCAVTTSWGCFWQKHWKGDEDSGW 

AFQEGSHLGEGHL 


3002 


A 


909 


2799 


VEEAWTVWLHWGVRECLLEEETNQKEEAASSN 

WTKARGPFWQEDWVWDMRLKMTTRNFPEREV 

PCDVEVERFTREVPCLSSLGDGWDCENQEGHLR 

QSALTLEKPGTQEAICEYPGFGEHLIASSDLPPSQ 

RVLATNGFHAPDSNVSGLDCDPALPSYPKSYAD 

KRTGDSDACGKGFNHSMEVIHGRNPVREKPYKY 

PESVK5FNHFTSLGHQKIMOIGKKSYEGKNFEN1 

FTLSSSLNENQRNLPGEKQYRCTECGKCFKRNSS 

LVLHHRTHTGEKPYTCNECGKSFSKNYNLIVHQ 

RJHTGEKPYECSKCGKAFSDGSALTQHQRIHTGE 

KPYECLECGKTFNRNSSLILHQRTHTGEKPYRCN 

ECGKPFTDISHLTVHLRIHTGEKPYECSKCGKAF 

RDGSYLTQHERTHTGEKPFECAECGKSFNRNSHL 

IVHQKIHSGEKPYECKECGKTFIESAYLIRHQRIH 

TGEKPYGCNQCQKLFRNIAGLIRHQRTrrrGEKPY 

ECNQCGKAPRDSSCLTKHQRIHTICETPYQCPECG 

KSFKQNSHLAVHQRLHSREGPSRCPQCGKMFQK 

SSSLVRHQRAHLGEQPMET*WLGAT*VFQFTLTP 

VFRRRVLDLTPLWSVEKNPLSYPVN 


3003 


A 


2 


1489 


SLTEHLSFFQPTAHSLTSLLGTMTTCSRQFTSSSS 

MKGSCGIGGGIGGGSSRISSVLAGGSCRAPSTYG 

GGLSVSSRFSSGGACGLGGGYGGGFSSSSSFGSG 

FGGGYGGGLGAGFGGGLGAGFGGGFAGGDGLL 

VGSEKVTMQNLNDRLASYLDKVRALEEANADL 

EVKIRDWYQRQRPSEIKDYSPYFKTIEDLRNKIIA 

AHENAQPILQIDNARLAADDFRTKYEHELALRQ 

TVEADVNGLRRVLDELTLARTDLEMQIEGLKEE 

LAYLRKNH*EEMLALRGQTGGEVNVETDAAPG 

VDLSCILNEMRNQYEQMAEKNRRDAETWFLSKT 
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SEQ ID 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 

UCUIIUC 

sequence 


Amino add sequence (A«Alanine (^Cysteine, D=Aspartlc Add, 
E=Gtutamic Add, ^Phenylalanine, G=*Gtydne, H=Histldine t 
I=Iaoleucine, KpLysine, L=Leucine, M«M ethionfne, 
N=Asparaglne, P=Prollne, Q^GIutemine, R=Arginine, S=Serine, 
T^Threonine, V»Valine, W«Tryptophan, Y=Tyrosine, 
X«Unknown, *«*Stop codon, /^possible nudeotide deletion, 

VanrteciHtn mi^tnnHfln ineprttnn 
i"pU34imC UUUCUUUC I U9CT HDD 










EELNKEVASNSELVQSSRSEVTELRRVLQGLEIEL 
QSQLSMKASLENSLEETKGRYCMQLSQIQGLIGS 
VEEQLAQLRCEMEQQSQEYQILLDVKTRLEQEIA 
TYRRLLEGEDAHLSSQQASGQSYSSREVFTSSSSS 
SSRQTRPDLKEQSSSSFSQGQSS 


3004 


A 


2 


940 


GCAPDTRFFVPEPGGRGAAPWVALVARGGCTFK 

DKVLVAARRNASAWLYNEERYGNTTLPMSHAG 

TGNIVVIMISYPKGREI1JBLVQKGIPVTMTIGVGT 

RHVQEFISGQSVVFVAIAFITMMIISLAWLIFYYIQ 

RFLYTGSQIGSQSHRKETKKVIGQLLLHTVKHGE 

KGIDVDAENCAVCIENFKVKX>IIRILPC1CHIFHR]C 

IDPWLLDHRTCPMCKLDVIKALGYWGEPGDVQE 

MPAPESPPGRDPAANLSLALPDDDGSDESSPPSA 

SPAESEPQCDPSFKGDAGENTALLEAGRSDSRHG 

GPIS 


3005 


A 

* 


184 


2552 


TMTIHQFLLLFLFWVCLPHFCSPEIMFRRTPVPQQ 

RILSSRVPRSDGKILHRQKRGWMWNQFFLLEEY 

TGSDYQYVGKLHSDQDKGDGSLKYILSGDGAGT 

LFHDEKTGDIHA'ntRIDREEKAFYTLRAQAINRR 

TLRPVEPESEFVnOHDINDNEPTFPEEIYTASVPE 

MSWGTSWQVTATDADDPSYGNSARVIYSILQ 

GQPYFSVEPETGIIRTALPNMNRENREQYQVVIQ 

AKDMGGQMGGLSGTTTVNITLTDVNDNPPRFPQ 

NTIHLRVLESSPVGTAIGSVKATDADTGKNAEVE 

YRHDGDGTDMFDIVTEKDTQEGIITVKKPLDYES 

RRLYTLKVEAENTHVDPRFYYLGPFKDTTIVKISI 

EDVDEPPVFSRSSYLFEVHEDIEVGTnGTVMARD 

PDSISSPIRFSLDRHTDLDRIFNIHSGNGS L YTSKP 

LDRELSQWHNLTV1AAEINNPKETTRVAVFVRIL 

DANDNAPQFAVFYDTFVCENARPGQLIQTISAVD 

KDDPLGGQKFFFSLAAVNPNFTVQDNEDNTARIL 

TRKNGFNRHEISTYLLPVVISDNDYPIQSSTGTLTI 

RVCACDSQGNMQSCSAEALLLPAGLSTGALIAIL 

LCIIILLVIVVLFAALKRQRKKEPLILSKEDIRDNIV 

SYNDEGGGEEDTQAFDIGTLRNPAAIEEKKLRRD 

IIPETLFIPRRTPTAPDNTDVRDFINERLKEHDLDP 

TAPPYDSLATYAYEGNDSIAESLSSLESGTTEGD 

QNYDYLREWGPRFNKLPQKYGGGESDKDS 


3006 


A 


2 


541 


GRVDKTWWGKSVGIMLTELEKALNSIIDVYHKY 

SLIKGNFHAVYRDDLKKLLETECPQYIRKKGAD 

VWFKELDINTDGAVNFQEFLILVnCMGVAALNSn 

DVYHKYSLIKGNFHAVYRDDLQKLLETECPQYI 

RKKGADVWFKELDINTDGAVNFQEFLILVIKMG 

VGSPQKKVASYF 


3007 


A 


1 


1253 


MYEGIRCLLKALLGFVSLAIGTLYCPRQYRPFPG 

SLGIEAIimEPIPDSYYRDMATWPTrlAPSVEEG 

GQGRFGNQADHFLGSLAFAKLLNRSLAVPSWIE 

YQHHBCPPFTNLHVSYQKYFKLEPLQAYHRVISLE 

DFMEKLAPTHWPPEKRVAYCFEVAAQRSPDKKT 

CPMKEGNPFGPFWDQFHVSFNKSELFTGISFSAS 

YREQWSQRFSPKEHPVLALPGAPAQFPVLEEHRP 

LQKYMVWSDEMVKTGEAQIHAHLVRPYVGIHL 

RIGSDWKNACAMLKDGTAGSHFMASPQCVGYS 

RSTAAPLTMTMCLPDLKEIQRAVKLWVRSLDAQ 

SVYVATDSESYVPELQQLFKGKVKWSLKPEVA 
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SEQ ID 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, F"Phenylalanfne, OGIycine, H°Ht$tidlne, 
I«Isoleucine, K«Lysine, L-Leucine, M&Methionine, 
N»Asparagine, P^Proline, Q=G)utamine, R-Arginine, S=Serine, 
T»Threonlne, V^Vallne, W^Tryptophan, Y=Tyrosine, 
X=Unknown, *«Stop codon, Impossible nucleotide deletion, 
V=possible nucleotide insertion 










QVDLYILGQADHFIGNCVSSFTAFVKRERDLQGR 
PSSFFGMDRPPKLRDEF 


3008 


A 


3136 


1898 


TARGGGSEPGP1MAANYSSTSTRREHVKVKTSS 

QPGFLERLSETSGGMFVGLMAFLLSFYLIFTNEG 

RALKTATSLAEGLSLWSPDSIHSVAPENEGJ^LV 

HDGALRTSK1XSDPNYGVHLPAVKLRRHVEMY 

QWVETEESREYTEIXjQVKKETRYSYNTEWRSEn 

NSKNFDREIGHKNPRAMAGESFMATAPFVQIGRF 

FLSSGLIDKVDNFKSLSLSKLEDPHVDIIRRGDFF 

YHSENPKYPEVGDLRVSFSYAGLSGDDPDLGPA 

HWTVIARQRGDQLVPFSIKSGDTLLLLHHGDFS 

AEEWHRELRSNSMKTWGLRAAGWMAMFMGL 

NLMTRILYTLVDWFPVFRDLVNIGLKAFAFCVAT 

SLTLLTVAAGWLFYRPLWALLIAGLALVPILVAR 

TRVPAKKLE 


3009 


A 


93 


659 


DAAVAMTAQGGLVANRGRRFKWAIELSGPGGG 

SRGRSDRGSGQGDSLYPVGYLDKQVPDTSVQET 

DRILWKRCWDIALGPLKQIPMNLFIMYMAGNTI 

SIFPTMMVCMMA WRPIQALMAIS ATFKMLESS S 

QKFLQGL\^IGNLMGLALAVYKCQSMGLLPTH 

ASDWLAFIEPPERMEFSGGGLLL 


3010 


A 


2 


1041 


LIDSAKARYWTQRGTWVYDNALLLLLKCLWSN 

VVPECTMASSNTVLMRLVASAYSIAQKAGMIVR 

RVIAEGDLGIVEKTCATDLQTKADRLAQMSICSS 

LARKFPKLTIIGEEDLPSEEVDQELIEDSQWEEILK 

QPCPSQYSAIKEEDLWWVDPLDGTECEYTEGLL 

DNVTVLIGIAYEGKAIAGVINQPYYNYEAGPDAV 

LGRT1WGVLGLGAFGFQLKEWAGKHIITTTRSH 

SNKLVTDCVAAMNPDAVLRVGGAGNKIIQLIEG 

KASAYVFASPGCKKWDTCAPEVILHAVGGKLTD 

fflGNVLQYfflCDVKHMNSAGVLATLRNYDYYAS 

RVPESIKNALVP 


3011 


A 


291 


1452 


SPQKTMRSHTITMTTTSVSSWPYSSHRMRFITNH 

SDQPPQNFSATTNVTTCPMDEKLLSTVLTTSYSVI 

FrVGLVGNIIALYVFLGIHRKRNSIQIYLLNVAIAD 

LLLIFCLPFRIMYHINQNKWTLGVILCKVVGTLFY 

MhMYISHLLGFISLDRYIKINRSIQQRKAITTKQSI 

YVCCIVWMLALGGFLTMIILTLKKGGHNSTMCF 

HYRDKHNAKGEAIFNFILVVMFWLIFLLIILSYIKI 

GKNLLRISKRRSKFPNSGKYATTAKNSFTVLIIFTI 

CFVPYHAFRFIYISSQLNVSSCYWKEIVHKTNEIM 

LVLSSFNSCLDPVMYFLMSSMRKIMCQLLFRRF 

QGEPSRSESTSEFKPGYSLHDTSVAVKIQSSSKST 


3012 


A 


246 


1346 


TEPVGYTKAEEPIAMRSLGALLLLLSACLAVSAG 

PVPTPPDNIQVQENFNISRIYGKWYNLAIGSTCPW 

1JCKIMDRMTVSTLVLGEGATEAEISMTSTRWRK 

GVCEETSGAYEKTDTDGKFLYHKSKWNITMESY 

WHTNYDEYAIFLTKKFSRHHGPTITAKLYGRAP 

QLRETLLQDFRWAQGVGIPEDSIFIMADRGECV 

PGEQEPEPILlPRVRRAVLPQEEEGSGGGQLVTEV 

TKKEDSCQLGYSAGPCMGMTSRYFYNGTSMAC 

ETFQYGGCMGNGNNFVTEKECLQTCRTVAACN 

LPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQ 

GNGNKFYSEKECREYCGVPGDGDEELLRFSN 


3013 


A 


67 


379 


RQMALLKAKKDLISAGLKEFSVLLNQQVFNDPL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D=Aspartic Add; 
E=Glutamic Add, F«Pheny [alanine* G=Glycine, H«Histidine, 
I=Isoleucine, K=Lysine, L~Le urine, M^Methionfne, 
N=Asparagine, P-Proline, Q=Glutamlne, R^Arginine, S=Serine, 
T=Threoninc, V=Vaiine, W-Tryptophan, Y=Tyrosine, 
X<=Unknown, *=Stop codon, ^possible nucleotide deletion, 
\=possible nucleotide insertion 










VSEEDMVTVVEDWMNFYINYYRQQVTGEPQER 
DKALQELRQELNTLANPFLAKYRDFLKSHELPSH 
PPPSS 


3014 


A 


1 


373 


GTSWSTLRAVMSASWSWSRVLEEYLSSTPQRL 
KLLDAYLLYILLTGALQFGYCLFVLTFHFNSLLLF 
FFFCVGSFHSNVYFLLFTLSFLCFLFIAYFFLIRFFS 
LFIWFFHVFFEBLSLFYF 


3015 


A 


2 


1321 


AAAEGTAPSPGRVSPPTPARGEPEVTVEIGETYLC 

RRPDSTWHSAEVIQSRVNDQEGREEFYVHYVGF 

NRRLDEWVDKNRLALTKTVKDAVQKNSEKYLS 

ELAEQPERKITRNQKRKHDEINHVQKTYAEMDP 

TTAALEKEHEAITKVKYVDKIHIGNYEIDAWYFS 

PFPEDYGKQPKLWLCEYCLKYMKYEKSYRFHLG 

QCQWRQPPGKEIYRKSNISVYEVDGKDHKIYCQ 

NLCLLAKLFLDmCTLYFDVEPFVFYILTEVDRQG 

AHIVGYFSKEKESPDGNNVACILTLPPYQRRGYG 

KFLIAFSYELSKLESTVGSPEKPLSDLGKLSYRSY 

WSWVLLEIUIDFRGTLSIKDLSQMTSITQNDIIST 

LQSLNMVKYWKGQHVICVTPKLVEEHLICSAQY 

KICPPITGGWGAAVCRGRWGSVSIWTGRSQGLLI 

AVT 


3016 


A 


2 


1321 


AAAEGTAPSPGRVSPPTPARGEPEVTVEIGETYLC 

RRPDSTWHSAEVIQSRVNDQEGREEFYVHYVGF 

NRRLDEWVDKNRLALTKTVKDAVQKNSEKYLS 

ELAEQPERKITRNQKRKHDEINHVQKTYAEMDP 

TTAALEKEHEAITKVKYVDKIHIGNYEIDAWYFS 

PFPEDYGKQPKLWLCEYCLKYMKYEKSYRFHLG 

QCQWRQPPGKEIYRKSNISVYEVDGKDHKIYCQ 

NLCLLAKLFLDHKTLYFDVEPFVFYILTEVDRQG 

AHIVGYFSKEKESPDGNNVACILTLPPYQRRGYG 

KFLIAFSYELSKLESTVGSPEKPLSDLGKLSYRSY 

WSWVLLEILRDFRGTLSIKDLSQMTSITQNDIIST 

LQSLNMVKYWKGQHVICVTPKLVEEHLKSAQY 

KKPPITGGWGAAVCRGRWGSVSIWTGRSQGLLI 

AVT 


3017 


A 


38 


704 


EAHPGGQLGSERNGVRMDEDVLTTLKILIIGESG 

VGKSSLLLRFTDDTFDPELAATIGVDFKVKTISVD 

GNKAKLAIWDTAGQERFRTLTPSYYRGAQGVTL 

VYDVTRRDTFVKLDNWLNELETYCTRNDIVNM 

LVGNKIDKENREVDRNEGLKFARKHSMLFIEAS 

AKTCDGVQCAFEELVEKtlQTPGLWESENQNKG 

VKLSHREEGQGGGACGGYCSVL 


3018 


A 


2640 


2861 


APVLILQMVKLSIVLTPQFLSHDQGQLTKELQQH 
VKSVTCPCEYLRKVSECRQMGPGALEQFPGLSC 
HTSHSG 


3019 


A 


1307 


711 


PGITMAASLVGKKIVFVTGNAKKLEEVVQILGDK 

FPCTLVAQKIDLPEYQGEPDEISIQKCQEAVRQV 

QGPVLVEDTCLCFNALGGLPGPYIKWFLEKLKPE 

GLHQLLAGFEDKSAYALCTFALSTGDPSQPVRLF 

RGRTSGRIVAPRGCQDFGWDPCFQPDGYEQTYA 

EMPKAEKNAVSHRFRALLELQEYFGSLAA 


3020 


A 


1202 


180 


VSCLPTSCKMITLNNQDQPVPFNSSHPDEYKIAA 
LVFYSCIFnGLFVNITALWWSCrTKKRTTVTFyM 
MhTVALVDLIFIMTLPFRMFYYAKDEWPFGEYFC 
QILGALTVFYPSIALWLLAFISADRYMATVQPKY 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue or 

npntidp 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sentience 


Amino acid sequence (A=Alanine OCysteine, D=Aspartic Acid, 
E=Glutomic Acid, ^Phenylalanine, G=Glycine, H=Histidine, 
I»Isoleudne, K-Lyslne, D=Leucine, M»Methionine, 
N»Asparagine, P^Proline, Q^Glutamlne, R»Arginine, S«$erine, 
T=Threonlne, V«Vallne, W^ryptophan, Y=Tyroslne, 
X=Unknown, *«Stop eodon, /^possible nucleotide deletion, 
V=*possible nucleotide insertion 










AKELKNTCKAVLACVGVWIMTLTTTTPLLLLYK 

DPDKDSTPATCLKISDUYLKAVNVLNLTRLTFFF 

LIPLFIMIGCYLVIIHNLLHGRTSKLKPKVKEKSIR1 

IITLLVQVLVCFMPFHICFAFLMLGTGENSYNPW 

GAFITFLMNLSTCLDVILYYTVSKQFQARVISVM 

LYRNYLRSMRRKSFRSGSLRSLSNINSEML 


3021 


A 


27 


1897 


EEFCTWIAVRVGHVDETAPKPGKDVPPKKDKLQT 
KRKKPRRYWEEETVPTTAGASPGPPRNKKNREL 
RPQRPKNAmKKSRISKKPQVPKKPREWKNPES 
QRGLSGAQDPFPGPAPVPVEVVQKFCRIDKSRKL 
PHSKAKTRSRLEVAEAEEEETSIKAARSELLLAEE 
PGFLEGEDGEDTAKICQADIVEAVDIASAAKHFD 
LNLRQFGPYRLNYSRTGRHLAFGGRRGHVAALD 
WVTF2KtMCEINVMEAVRDIRFLHSEALLAVAQN 
. !RWLHIYDNQGIELHCIRRCDRVTRLEFLPFHFLLA 
TASETGFLTYLDVSVGKIVAALNARAGRLDVMS 
QWYNAVIHLGHSNGTVSLWSPAMKEPLAKILC 
HRGGVRAVAVDSTGTYMATSGLDHQLKIFDLRG 
TYQPLSTRTLPHGAGHLAFSQRGLLVAGMGDW 
NIWAGQGKASPPSLEQPYLTHRLSGPVHGLQFCP 
FEDVLGVGHTGGITSMLVPGAGEPNFDGLESNPY 
RSRKQRQEWEVKALLEKVPAELICLDPRALAEV 
DVISLEQGKKEQIERLGYDPQAKAPFQPKPKQKG 
RSSTASLVKRKRKVMDEEHRDKVRQSLQQQHH 
KEAKAKPTGARPSALDRFVR 


3022 


A 


1 


2249 


MTAQDSNTSAHAQRDGPELPASSSWRSFWPLSC 

LSSPPVSAVEVATEGRDREVAKVGQRFCDTTSGE 

LRQARDRDCCVRMPAPVGRRSPPSPRSSMAAVA 

LRDSAQGMTFEDVAIYFSQEEWELLDESQRFLYC 

DVMLENFAHVTSL|GYCHGMENEAIASEQSVSIQ 

VRTSKGNTPTQKTHLSEIKMCVPVLKDILPAAEH 

QTTSPVQKSYLGSTSMRGFCFSADLHQHQKHYN 

EEEPWKRKVDEATFVTGCRFHVLNYFTCGEAFP 

APTDLLQHEATPSGEEPHSSSSKHIQAFFNAKSYY 

KWGEYRKASSHKHTLVQHQSVCSEGGLYECSK 

CEKAFTCKNTLVQHQQIHTGQKMFECSECEESFS 

lOLCHLILHKimTGERPYECSDREKAFIHKSEFmH 

QRRHTGGVRHECGECRKTFSYKSNLIEHQRVHT 

GERPYECGECGKSFRQSSSLFRHQRVHSGERPYQ 

CCECGKSFRQIFNLIRHRRVHTGEMPYQCSDCGK 

SFSCKSELIQHQRMSGERPYECRECGKSFRQFSN • 

LIRHRSIHTGDRPYECSECEKSFSRKFILIQHQRVH 

TGERPYECSECGKSFTRKSDLIQHRRIHTGTRPYE 

GSECGKSFRQRSGLIQHRRLHTGERPYECSECGK 

SFSQSASLIQHQRVHTGERPYQCCECGKSFRQIFN 

LIRHRRVHTGEMPYQCSDCGKSFSCKSELIQHRRI 

HSGERPYECSECGKSFSRKSNLIRHRRVHTEERP 


3023 


A 


3148 


634 


AAGALRCLAAFPRAEPASRGRQSSPARACAASR 

AERATAAAMAHRCLRLWGRGGCWPRGLQQLL 

VPGGVGPGEQPCLRTLYRFVTTQARASRNSLLTD 

EAAYQRFCSRPPKGFGKYFPNGKNGKKASEPKE 

VMGEKKESKPAATTRSSGGGGGGGGKRGGKKD 

DSHWWSRFQKGDIPWDDKDFRMFFLWTALFWG 

GVMFYLLLKRSGREITWKDFVNNYLSKGVVDRL 

EVVNKRFVRVTFTPGKTPVDGQYVWFNIGSVDT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A™Alanine OCysteine, D=>Aspartic Acid, 
E=G!utamic Add, {^Phenylalanine, OGIyctne, H=Histidine, 
MsoleucJne, K«Lysine, L^Leudne, M«Methionlne, 
N=Asparagine, P=Proline, Q==GIutamine, R-Arginine, S=Serinet 
T«Threonine, V«Valine, W=^Tryptophan, Y»Tyrosine, 
X«Unknown, *«Stop codon, /^possible nucleotide deletion, 
V^possible nucleotide insertion 










FERNLETLQQELGffiGENRVPWYIAESDGSFLLS 

MLPTVLIIAFLLYTIRRGPAAIGRTGRGMGGLFSV 

GETTAKVLKDETOVKFKDVAGCEEAKLEIMEFV 

NFLKNPKQYQDLGAKEPKGAILTGPPGTGKILLA 

KATAGEANVPFITVSGSEFLEMFVGVGPARVRDL 

FALARKNAPCILFIDEIDAVGRKRGRGNFGGQSE 

QENTLNQLLVEMDGFNTTTNVVILAGTNRPDILD 

PALLRPGRFDRQIFIGPPDIKGRASIFKVHLRPLKL 

DSTLEKDKLARKLASLTPGFSGADVANVCNEAA 

LIAARHLSDSINQKHFEQAIERVIGGLEKKTQVLQ 

PEEKKTVAYHEAGHAVAGWYLEHADPLLKVSII 

PRGKGLGYAQYLPKEQYLYTKEQLLDRMCMTL 

GGRVSEEIFFGRITTGAQDDLRKVTQSAYAQIVQ 

FGMNEKVGQISFDLPRQGDMVLEKPYSEATARLI 

DDEVRILINDAYKRTVALLTEKKADVEKVALLL 

1JEKEVLDKNDMVELLGPRPFAEKSTYEEFVEGT 

GSLDEDTSLPEGLKDWNKEREKEKEEPPGEKVA 

N 


3024 


A 


274 


1455 


LRACSLPSMS ALEKSMHLGRLPSRPPLPGSGGSQ 

SGAKMRMGPGRKRDFSPVPWSQYFESMEDVEV 

ENETGKDTFRVYKSGSEGPVLLLLHGGGHSALS 

WAVFTAAHSRVQCRIVALDLRSHGETKVKNPED 

LSAETMAKDVGNVVEAMYGDLPPPIMLIGHSMG 

GAIAVHTASSNLVPSLLGLCMIDVVEGTAMDAL 

NSMQNFLRGRPKTFKSLENAIEWSVKSGQIRNLE 

SARVSMVGQVKQCEGITSPEGSKSIVEGIIEEEEE 

DEEGSESISKRKKEDDMETKKDHPYTWRIELAKT 

EKYWDGWFRGLSNLFLSCPIPKLLLLAGVDRLD 

KDLTIGQMQGKFQMQVLPQCGHAVHEDAPDKV 

AEAVATFLERHRFAEPIGGFQCVFPGC 


3025 


A 


621 


306 


YHGGQRGRAGGSFRSVQGWGGQLRNPFRTSKSL 
SWKGLSSLLFPLYNLQMGRPRDRKELGRGHSPP 
HLEGPHMLPSGAARWRWLEAPVLVLEPLVLRPA 
AAPTP 


3026 


A 


1533 


454 


AKWQSTREEKRENGLEARSPAINLMGFNVEEM 

YEAHAWIQRILSLQKHHIIENNHn^YLGRKEHD^ 

SQLQKTSSVSITEnSPGRTELEIEGARADLIEVVM 

NIEDMLCKVQEEMARKKERGLWRSLGQWTIQQ 

QKTQDEMKENnFLKCPVPPTQELLDQKKQFEKC 

GLQVLKVEKIDNEVLMAAFQRKKKMMEEKLHR 

QPVSHRLFQQVPYQFCNVVCRVGFQRMYSTPCD 

PKYGAGIYFTK^KmAEKAKKISAADKLIYVFE 

AEVLTGFFCQGHPLNIVPPPLSPGAIDGHDSWD 

NVSSPETFVIFSGMQAIPQYLWTCTQEYVQSQDY 

SSGPMRPFAQHPWRGFASGSPVD 


3027 


A 


179 


703 


PFHLGASSNTFRLQVQTQESKAQKEVKMGFIFSK 
SMNESMKNQKEFMLMNARLQLERQLIMQSEMR 
ERQMAMQIAWSREFLKYFGTFFGLAAISLTAGAI 
KKKKPAFLVPIVPLSFILTYQYDLGYGTLLERMK 
GEAEDILETEKSKLQLPRGMTTFESIEKARKEQSR 
FFIDK 


3028 


A 


876 


1226 


AVGKEPESSSTWVRDREGIflRSRRSMKMLWKLT 
DNIKYEDCEVSATPARSSVRSQAPSLTLPLLLLSL 
QPAAKRGWDKLSPAQRPSLGFARRTRGRSCRER 
TWMLPSLVSEFLHRD 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»AIanine C= Cysteine, D=Aspartic Add, 
E-Glutamic Acid, F«Phenylalantne, G"Gtycine, H^Histidine, 
I«Isoleucine, K=Lyslne, L»L*ucine, M-Methionine, 
N=Asparagine, P=Proline, Q»GIutamine, R-Arginine, S=-Serine, 
T=Threonine, V«VaIlne, W^Tryptopnan, Y«Tyrosine, 
X-Unknown, *»Stop codon, ^possible nucleotide deletion, 
^possible nucleotide Insertion 


3029 


A 


3 


1731 


FREGRFGSSCAVAAPLAGFQGLIECGYLAVDSPP 

SCWTPGGSNPAAPLPQALLPPRLPPTVLPFLGPGL 

SGELEMFTLPQKDFRAPTTCLGPTCMQDLGSSHG 

EDLEGECSRKLDQKLPELRGVGDPAMISSNTSYL 

S SRGRMIK WF WD S AEEG YRTYHMDEYDEDKNP 

SGIINLGTSENKLCFDLLSWRLSQRDMQRVEPSL 

LQYADWRGHLFLREEVAKFLSFYCKSFVPLRPE 

NVVVLNGGASLFSALATVLCEAGEAFLIPTPYYG 

AITQHVCLYGNIRLAYVYLDSEVTGLDTRPFQLT 

VEKLEMALREAHSEGVKVKGLILISPQNPLGDVY 

SPEELQEYLVFAKRHRLHVIVDEVYMLSVFEKSV 

GYRSVLSLERLPDPQRTHVMWATSKDFGMSGLR 

FGTLYTENQDVATAVASLCRYHGLSGLVQYQM 

AQLLRDRDWINQVYLPENHARLKAAHTYVSEEL 

RALGIPFLSRGAGFFIWVDLRKYLLKGTFEEEML 

LWRRFLDNKVLLSFGKAFECKEPGWFRFVFSDQ 

VHRLCLGMQRVQQVLAGKSQVAEDPRPSQSQEP 

SDQRR 


3030 


A 


1 


584 


PWLPWSDGRAARSSRKCPRSRFPVQVGKMAVST 

VFSTSSLMLALSRHSLLSPLLSVTSFRRFYRGDSP 

TDSQKDMIEIPLPPWQERTDESffiTKRARLLYESR 

KRGMLENCILLSLFAKEHLQHMTEKQLNLYDRLI 

NEPSNDWDIYYWATEAKPAPEIFENEVMALLRD 

FAKNKNKEQRLRAPDLEYLFEKPR 


3031 


A 


1177 


359 


SLWPWILMDDSLMQISLQLLCVYTANFPNGCSSL 

CWSSCGQHPVQATHRGAVSNSLMLCILKLASQM 

PLENfTTVQQMVFMLLSNLALSHDCKGVIQKSNF 

LQNFLSIALPKGGNKHLSNLTILWLKLLLNISSGE 

DGQQMILRLDGCLDLLTEMSKYKHKSSPLLPLLI 

FHNVCFSPANKPKILANEKVITVLAACLESENQN 

AQRIGAAALWALIYNYQKAKTALKSPSVKRRVD 

EAYSLAKKTFPNSEANPLNAYYLKCLENLVQLL 

NSS 


3032 


A 


2 


1242 


GISGRPPRPAKRRMGKNPVRPPRALPPVPSQDDIP 

LSRPKKKKPRIKNTPASASLEGLAQTAGRRPSEG 

NEPSTKELKEHPEAPVQRRQKKTRLPLELETSST 

QKKSSSSSLLRNENGIDAEPAEEAVIQKPRRKTK 

KTQPAELQYANELGVEDEDIITDEQTTVEQQSVF 

TAPTGISQPVGKVFVEKSRRFQAADRSELIKTTEN 

IDVSMDVKPSWTTODVALTVHRAFRMIGLFSHG 

FLAGCAVWNIVVIYVLAGDQLSNLSNLLQQYKT 

LAYPFQSLLYLLLALSTISAFDRIDFAKISVAIKNF 

LALDPTALASFLYFTALILSLSQQMTSDRIHLYTP 

SSVNGSLWEAGIEEQILQPWIVVNLVVALLVGLS 

WLFLSYRPGMDLSEELMFSSEVEEYPDKEKEIKA 

SS 


3033 


A 


3 


1436 


TATSGGIWLRRKWRCHWPRPLPQSCVGTEGGLQ 

VRDTSSRIAKGGVDHTKMSLHGASGGHERSRDR 

RRSSDRSRDSSHERTESQLTPCIRNVTSPTRQHHV 

EREKDHSSSRPSSPRPQKASPNGSISSAGNSSRNS 

SQSSSDGSCKTAGEMVFVYENAKEGARNIRTSER 

VTLIVDNTRFWDPSIFTAQPNTMLGRMFGSGRE 

HNFTRPNEKGEYEVAEGIGSTVFRAILDYYKTGII 

RCPDGISIPELREACDYLCISFEYSTIKCRDLSALM 

HELSNDGARRQFEFYLEEMILPLMVASAQSGERE 
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SEQ n> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A-Alanine OCysteine, D^Aspartie Acid, 
E^Glutnmic Add, ^Phenylalanine, G=GIycf ue, H^HIstldlne, 
Msoleudne, K»Lysfne, L=Leucine, M=Methionice, 
N°Asparagine, P^ProIine, Q=GIutamine, R-Arginfne, S^Serine, 
T^Threonine, V=Valine, W»Tryptophan, Y=Tyrosine, 
X=KnknoTvn, *=Stop codon, ^possible nudeotlde deletion, 
V=posalble nudeotide insertion 










CHIVVLTDDDVVDWDEEYPPQMGEEYSQIIYSTK 

LYRFFKYIENRDVAKS\aKERGLKKIRLGIEGYP 

TYKEKVKKRPGGRPEVIYNYVQRPFDIMSWEKE 

EGKSRHVDFQCVKSKSITNLAAAAADIPQDQLV 

VMHPTPQVDELDILPIHPPSGNSDLDPDAQNPML 


3034 


A 


3 


1972 


SSLAQHRSVAVLGWPAGWAAARARPAMQGGN 

SGVRKREEEGDGAGAVAAPPAIDFPAEGPDPEY 

DESDVPAEIQVLKEPLQQPTFPFAVANQLLLVSL 

LEHLSHVHEPNPLRSRQVFKLLCQTFIKMGLLSSF 

TCSDEFSSLRLHHNRAITHLMRSAKERVRQDPCE 

DISRIQKIRSREVALEAQTSRYLNEFEELAILGKG 

GYGRVYKVRNKLDGQYYAIKKILIKGATKTVCM 

KVLREVKVLAGLQHPNIVGYHTAWIEHVHVIQP 

RADRAAIELPSLEVLSDQEEDREQCGVKNDESSS 

SSOTAEPTPEKEKRFGESDTENQNNKSVKYTTNL 

VIRESGELESTLELQENGLAGLSASSIVEQQLPLR 

RNSHLEESFTSTEESSEENVNFLGQTEAQYHLML 

HIQMQLCELSLWDWIVERNKRGREYVDESACPY 

VMANVATKIFQELVEGVFYIHNMGIVHRDLKPR 

NIFLHGPDQQVKIGDFGLACTDILQKNTDWINR 

NGKRTPTHTSRVGTCLYASPEQLEGSEYDAKSD 

MYSLGWLLELFQPFGTEMERAEVLTGLRTGQL 

PESLRKRCPVQAKYIQHLTRJRNSSQRPSAIQLLQS 

ELFQNSGNVNLTLQMKIIEQEKEIAELKKQLNLL 

SQDKGVRDDGKDGGVG 


3035 


A 


110 


1172 


KLSCPCSHGTRVTAVRGPRLKAGVQWHDLGSLQ 

PPPSGLKQSSHLSLSSSWDFRHAPTHPETYTCPK 

MIEMEQAEAQLAELDLLASMFPGENELIVNDQL 

AVAELKDCIEKKTMEGRSSKVYFI1NMNLDVSD 

EBCMAMFSLACILPFKYPAVLPEITVRSVLLSRSQQ 

TQLNTDLTAFLQKHCHGDVCILNATEWVREHAS 

GWSRDTSSSPTTGSTVQSVDLIFTRLWIYSHHIY 

NKCKRKNILEWAKELSLSGFSMPGKPGWCVEG 

PQSACEEFWARLRKLNWKRILIRHREDIPFDGTN 

DETERQRKFSIFEEKVFSVNGARGNHMDFGQLY 

QFLNTKGCGDVFQMFLWV 


3036 


A 


1 


2288 


FRFAERRAAAAESDVSAKMAGRSMQAARCPTD 

ELSLTNCAVVNEKDFQSGQHVTVRTSPNHRYTFT 

LKTEDPSWPGSIAFSLPQRKWAGLSIGQEIEVSLY 

TFDKAKQCIGTMTEEIDFLQKKSIDSNPYDTDKM 

AAEFIQQFNNQAFSVGQQLVFSFNEKJLFGLLVKD 

IEAMDPSILNGEPATGKRQKIEVGLWGNSQVAF 

EKAENSSLNLIGKAKTKENRQSIINPDWNFEKMG 

IGGLDKEFSDIFRRAFASRVFPPErVTEQMGCKHVK 

GILLYGPPGCGKTLLARQIGKMLNAREPKWNG 

PEDLNKYVGESEANIRKLFADAEEEQRRLGANSG 

LHmFDEIDAICKQRGSMAGSTGVHDTWNQLLS 

KIDGVEQLNNILVIGMTNRPDLIDEALLRPGRLEV 

KMEIGLPDEKGRLQILHIHTARMRGHQLLSADV 

DEKELAVETKNFSGAELEGLVRAAQSTAMNRHI 

KASTKVEVDMEKAESLQVTRGDFLASLENDIKP 

AFGTNQEDYASYIMNGIIKWGDPVTRVLDDGEL 

LVQQTKNSDRTPLVSVLLEGPPHSGKTALAAKIA 

EESNFPFIKICSPDKMIGFSETAKCQAMKKJFDDA 

YKSQLSCVWDDIERLLDYVPIGPRFSNLVLQAL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, D=Aspartic Add, 
EKslutnmic Acid, ^Phenylalanine, G~GIycine, H=«Histidine, 
I=Isoteudne» KHLysine, I^Lcncine, M»Methionlne, 
N«Asparagine, P=ProlIne, Q=Glutamtne, R«Arginine, S«Serine, 
TWhreonine, V~VaIine, W«Tryptophan, Y«Tyrosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
V=possible nudeotide insertion 










LVlXKKAPPQGRKLLnGTTSRKDVLQEMEMLNA 
FSTTIHVPNIATGEQLLEALELLGNFKDKERTTIA 
QQVKGKKVWIGIKKLLMLIEMSLQMDPEYRVRK 
FLALLREEGASPLDFD 


3037 


A 


1 


1347 


MLDTGSEHLNRILKALPALQSAGSEGQNGSAESL 

GEGGTRDSDRARRKLRGGNKEIPTFYPCLVVRSP 

VTASDLRGTQDFAAYHGLSLILEPLGACNRLSVC 

VPVHSPPGMRVSPRSPSLRTLVIDPAEPAGAQRL 

RFSGKERSGEAGSAVEGLAVAVSMGDGGAERD 

RGPARRAESGGGGGRCGDRSGAGDLRADGGGH 

SPTEVAGTSASSPAGSRESGADSDGOPGPGEADH 

CRRILVRDAKGTIREIVLPKGLDLDRPKRTRTFFT 

AEQLYRLEMEFQRCQYWGRERTELARQLNLSE 

TQVKVWFQNRRTKQKKDQSRDLEKRASSSASEA 

FATSNILRLLEQGRLLSVPRAPSLLALTPSLPGLP 

ASHRGTSLGDPRNSSPRLNPLSSASASPPLPPPLP 

AVCFSSAPLLDLPAGYELGSSAFEPYSWLERKVG 

SASSCKKANT 


3038 


A 


924 


501 


TELLPLCSRSGPKPQSGDPLLQLAQQARPRLSGE 

RLETAPSLLLSRMACVISGWALSRGARTWTWAT 

PTGPVHRAQPAIRSLSAEGALTRLBCEEKWPGRYI 

LPNHLTPPFLYKHLGSVPPSHWRSPLISHSVNILA 

LNWR 


3039 


A 


1263 


111 


ACGIRHEGALPGLTATPEAMLRFLPDLAFSFLLIL 

ALGQAVQFQEYVFLQFLGLDKAPSPQKFQPVPYI 

LKKIFQDREAAATTG VSRDLC YVKELG VRGNVL 

RFLPDQGFFLYPKKISQASSCLQKLLYFNLSAIKE 

REQLTLAQLGLDLGPNSYYNLGPELELALFLVQE 

PHVWGQTTPKPGI<MFVLRSYPWPQGAVHFNLL 

DVAKDWNDNPRKNFGLFLEILVKEDRDSGVNFQ 

PEDTCARLRCSLHASLLWTLNPDQCHPSRKRRA 

AIPWKLSCKNLCHRHQLFIhn 7 RDLGWHKWIIAP 

KGFMANYCHGECPFSLTISLNSSNYAFMQALMH 

AVDPEIPQAVCIPTKLSPISMLYQDl^NVILRHY 

EDMVVDECGCG 


3040 


A 


15 


849 


ASRLPRGPGCGADMRPLLGLLLVFAGCTFALYL 

LSTRLPRGRRLGSTEEAGGRSLWFPSDLAELREL 

SEVLREYRKEHQAYVFLLFCGAYLYKQGFAIPGS 

SFLNVLAGALFGPWLGLLLCCVLTSVGATCCYL 

LSSIFGKQLWSYFPDKVALLQRKVEENRNSLFF 

FLLFIJ^FPMTPNWFLNLSAPILNIPIVQFFFSVLI 

GLIPYNnCVQTGSILSTLTSLDALFSWDTVFKLL 

AIAMVALIPGTLIKKFSQKHLQLNETSTANHIHSR 

KDT 


3041 


A 


1015 


175 


GLKRRRLCFAKVGDVLGCLSLPPSRSARVLEDISI 

LSCISVDSRIWTKVPCSVTMSRPRJCRLAGTSGSD 

KGLSGKRTKTENSGEALAKVEDSNPQKTSATKN 

CLKNLSSHWLMKSEPESRLEKGVDVKFSIEDLKA 

QPKQTTCWDGVRNYQARNFLRAMKLGEEAFFY 

HSNCKEPGIAGLMKIVKEAYPDHTQFEKNNPHY 

DPSSKEDNPKWSMVDVQFVRMMKRFIPLAELKS 

YHQAHKATGGPLKNMVLFTRQRLSIQPLTQEEF 

DFVLSLEEKEPS 


3042 


A 


1015 


175 


GLKRRRLCFAKVGDVLGCLSLPPSRSARVLEDISI 
LSCISVDSRIVRTKVPCSVTMSRPRKRLAGTSGSD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«AIanine OCysteine, D-Aspartic Add, 
E>Glutamic Add, F=Phenylalanine, G^Glydne, H=Histidine, 
I°Isoleudne, K^Lysine, l>Leudne, M«Methionf ne, 
N^Asparagine, P=Pro!ine, Q^Glutamine, R~Arginine, S=Serine, 
T=Threonine, V^Valine, W=Tryptophan, Y=Tyrosine, 
X^Unknown, *=Stop codon, ^possible nudeotide deletion! 
\=possib!e nucleotide insertion 










KGLSGKRTKTENSGEALAKVEDSNPQKTSATKN 

CLKNLSSHWLMKSEPESRLEKGVDVKFSIEDLKA 

QPKQTTCWDGVRNYQAROTLRAMKLGEEAFFY 

HSNCKEPGIAGLMKIVKEAYPDHTQFEKNNPHY 

DPSSKEDNPKWSMVDVQFVRMMKRFIPLAELKS 

YHQAHKATGGPLBCNMVLFTRQRLSIQPLTQEEF 

DFVLSLEEKEPS 


3043 


A 


153 


1133 


VGTAPAPGGRDRAPAMGSFQLEDFAAGWIGGA 

ASVTVGHPLDTVKTRLQAGVGYGNTLSCIRVVY 

]&j\jzoivir \jr r jvoiviorir Li aoia viiNovvrvjvr oxn i 

RFLSQHRCGEPEASPPRTLSDLLLASMVAGWSV 

GLGGPVDLJKIRLQMQTQPFRDANLGLKSRAVAP 

AEQPAYQGPVHCITTIVRNEGLAGLYRGASAML 

LRDVPGYCLYFIPYVFLSEWnPEACTGPSPCAV 

WLAGGMAGAISWGTATPMDWKSRLQADGVY 

LNKYKGVLDCISQSYQKEGLKVFFRGITVNAVR 

GFPMSAAMFLGYELSLQAIRGDHAVTSP 


3044 


A 


41 


1316 


PPLGAGAGIHARSPHPARRLRLTAAGVGGRASG 
LLPTPWRRHHGPSGAAPYPAARLWQGPWRCRR 
PQPMAQRYDELPHYPGIADGPAALAGFPEAVPA 
APGPYGPHRPPQPLPPGLDSDGLKRDKDEIYGHP 
LFPLLALGFEKCELATCSPRDGAGAGLGTPRGGD 

A7/^GCT^OT3XTCTYKTT A'DA^rV\//"''O'I2 , T>"DT7C!0 , KrDT7T TWIT TV X 

IQAIQVLRFHLLELEKGKMPIDLVIEDRDGGCRE 

DFEDYPAPCPSLPDQNNIWIRDHEDSGSVHLGTP 

GPSSGGLASQSGDNSSDQGVGLDTSVASPSSGGE 

DEDLDQEPRRNKKRGIFPKVATNIMRAWLFQHL 

SHPYPSEEQKKQLAQDTGLTELQVNNWFINARRR 

IVQPMIDQSNRTGQGAAFSPEGQPIGGYTETEPH 

VAFRAPASVGMSLNSEGEWHYL 


3045 


A 


3 


967 


VAHTQWHTCQRLSQLTHRSILKYLLIDTHACQV 
LILKHTHASLSLPSCQECFPSSIPSASHMVSHPHPP 

WGMLACLCTVLWHLPAVPALNRTGDPGPGPSIQ 
KTYDLTRYLEHQLRSLAGTYLNYLGPPFNEPDFN 
PPRLGAETLPRATVDLEVWRSLNDKLRLTQNYE 

A V^HT T PVT POT "MPDA ATAFT PPQT APTRPTQI Ci 

GLLGSIAGVMAALGYPLPQPLPGTEPTWTPGPAH 
SDFLQKMDDFWLLKELQTWLWRSAKDFNRLKK 
KMQPPAAAVTLHLGAHGF 


3046 


A 


1185 


1584 


MYAYMYICTfflCICAYRGIHTOVYLYMCIYIHIWI 

HTYLCVHIYVYVYICTfflCM 

VYTYICLCVYICLCVHIYLCVYIHMYMCTHICMC 

xJLl J. X V XllVIO lv> V X JX11V1 IlvYIVIlI l^V I iVA I 


3047 


A 


811 


132 


SLDLLGPIGILQEGRDPGTQGPQEKEKQMPASPM 

NTDAHLDnsTFKEGLKKERSYTGQFEANVRDEER 

QCGCGWPDSLLMKVLSQRLDQQDCIQKGWVL 

HGVPRDLDO AHLLNRLG YWNREFFLNVPFDS T 

MERLTLRR1DPVTGERYHLMYKPPPTMEIQARLL 

QNPKDAEEQVKLKMDLFYRNSADLEQLYGSAIT 

LNGDQDPYTWEYffiSGIINPLPKKIP 


3048 


A 


2 


1166 


RPRRGQGLVQEVQTENVTVAEGGVAEITCRLHQ 
YDGSIVVIQNPARQTLFFNGTRALKDERFQLEEFS 
PRRVRJRLSDARLEDEGGYFCQLYTEDTHHQIAT 
LTVLVAPENPVVEVREQAVEGGEVELSCLVPRSR 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCystelne, D=Aspartic Acid, 
E«=Glutamic Acid, F«Pheny (alanine, OGlyrine, H=*Histidine, 
I=Isoleucine, K=Lysine, L^Leurine, M s Methlonine, 
N-Asparagine, P=ProIine, Q=Glu (amine, R»Arginine, S=Serine, 
•MThreonlne, V=Valine, W=Tryptophan, Y-Tyrosine, 
X»Unknown, *=S(op codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










PAATLRWYRDRKELKGVSSSOENGKVW<3VA<?T 

VRFRVDRKDDGGniCEAQNQALPSGHSKQTQYV 

LDVQYSPTARIHASQAWREGDTLVLTCAVTGN 

PRPNQIRWNRGNESLPERAEAVGETLTLPGLVSA 

DNGTYTCEASNKHGHARALYVLVVYGESRLRPT 

EGGGGAPDPGAWEAQTSVPYAIVGGILALLVFL 

nCVLVGMVWCSVRQKGSYLTHEASGLDEQGEA 

REAFLNGSDGHKRKEEFFI 


3049 


A 


3159 


882 


VGGH1.RVGVMAAAGSRKRRLAELTVDEFLASGF 

DSESESESENSPQAETREAREAARSPDKPGGSPSA 

SRRKGRASEHKDQLSRLKDRDPEFYKFLQENDQ 

SLLNFSDSDSSEEEEGPFHSLPDVLEEASEEEDGA 

EEGEDGDRVPRGLKGKKNSVPVTVAMVERWKQ 

AAKQRLTPKLFHEWQAFRAAVATTRGDQESAE 

ANKFQVTDSAAFNALVTFCIRDLIGCLQKLLFGK 

VAKDSSRMLQPSSSPLWGKLRVDnCAYLGSAIQL 

VSCLSETTVLAAVLRHISVLVPCFLTFPKQCRML 

LKRMVVVWSTGEESLR\^AFLVLSRVCRHKKDT 

FLGPVLKQMYITYVRNCKFTSPGALPFISFMQWT 

LTELLALEPGVAYQHAFLYIRQLAIHLRNAMTTR 

KKETYQSVYNWQYVHCLFLWCRVLSTAGPSEA 

LQPLVYPLAQVHGCIKLIPTARFYPLRMHCIRALT 

LLSGSSGAFIPVLPFILEMFQQVDFNRKPGRMSSK 

YLHSQAHCIGFPELVLPWLQLKSFLRECKVANY 

CRQVQQLLGKVQENSAYICSRRQRVSFGVSEQQ 

AVEAWEKLTREEGTPLTLYYSHWRKLRDREIQL 

EISGKERLEDLNFPEDCRRKMADRKDEDRKQFKD 

LFDLNSSEEDDTEGFSERGILRPLSTRHGVEDDEE 

DEEEGEEDSSNSEDGDPDAEAGLAPGELQQLAQ 

GPEDELEDLOLSEDD 


3050 


A 


870 


182 


HLDRYIKSPGSGSSTPAPPSHLLLYLLHPQSTRTM 

GCCGCSRGGGSGCGGCGSSCGGCGSGCGGCGSG 

RGGCGSGCGGCSSSCGGCGSRCYVPVCCCKPVC 

SWVPACSCTSCGSCGGSKGGCGSCGGSKGGCGS 

CGCSQSSCCKPCCCSSGCGSSCSQSSCCKPCCCSS 

GCGSSCCQSSCCKPYCCQSSCCKPCSCFSGCGSS 

CCQSSCYKPCCCQSSCCVPVCCQCKI 


3051 


A 


175 


4330 


NIPRWNFQGKSFGVVLVHFSSEEVDMASDSPARS 

LDEIDLSALRDPAGIFELVELVGNGTYGQVYKGR 

HVKTGQLAAIKVMDVTGDEEEEIKQEINMLKKY 

SHHRNL^TYYGAFTKKNPPGMDDQLWLVMEFCG 

AGSVTDLDCNTKGYTLKEEWIAYICREILRGLSHL 

HQHKVIHRDIKGQNVLLTENAEVKLVDFGVSAQ 

LDRTVGRRNTFIGTPYWMAPEYIACDENPDATY 

DFKSDLWSLGITAffiMAEGAPPLCDMHPMRALF 

LIPRM*APRLKSKKWSKKFQSFIESCLVKNHSQRP 

ATEOLMKHPFIRDOPNEROVRIOLKDHIDRTKKK 

RGEKDETEYEYSGSEEEEEENDSGEPSSILNLPGE 

STLRRDFLRLQLANKERSEALRRQQLEQQQREN 

EEHKRQLLAERQKRIEEQKEQRRRLEEQQRREKE 

LRKQQEREQRRHYEEQMRREEERRRAEHEQEYI 

RRQLEEEQRQLEILQQQLLHEQALLLEYKRKQLE 

EQRQAERLQRQLKQERDYLVSLQHQRQEQRPVE 

KKPLYHYKEGMSPSEKPAWAKEVEERSRLNRQS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


1 Amino acid sequence (A-Alanine OCysteine, D»Asparttc Add, 
E°Glutamtc Acid, ^Phenylalanine, G=Clycine, H-Histidine, 
I-Isoleudne, K«Lysine, LHLeudoe, M»Methionine, 
N«Asparagine, P^Proiine, Q^Glutamine, R^Arglnine, S=Serine, 
IVrbreonine, V^VaJine, W«Try ptophan, Y=Tyrosine, 
X=Unknown, *-Stop codon, /=possibIe nucleotide deletion, 
\=possible nudeotide insertion 










SPAMPHKVANRISDPNLPPRSESFSISGVQPARTP 

pmlrpvdpqiphlvavksqgpaltasqsvheqpt 
kglsgfqealnvtshrvemprqnsdptsenpplp 
teoekfdrsswlrqeedippkvpqrttsispalar 
knspgngsalgprlgsqpirasnpdlrrtepe.es 

PLQRTSSGSSSSSSTPSSQPSSQGGSQPGSQAGSSE 

RTRVRANSKSEGSPVLPHEPAKVKPEESRDITRPS 

RPASYKKAIDEDLTALAKELRELRIEETNRPMKK 

VTOYSSSSEESESSEEEEEDGESETHDGTVAVSDI 

PRLIPTGAPGSNEQYNVGMVGTHGLETSHADSFS 

GSISREGTLMIRETSGEKKRSGHSDSNGFAGHINL 

PDLVQQSHSPAGTPTEGLGRVSTHSQEMDSGTE 

YGMGSSTKASFTPFVDPRVYQTSPTDEDEEDEES 

SAAALFTSELLRQEQAKLNEARKISVVNVNPTNI 

RPHSDTPEIRKYKKRFNSE1LCAALWGVNLLVGT 

ENGLMLLDRSGQGKVYNLINRRRFQQMDVLEG 

L»JN VL. V 1 l&OJ^JSJNJVJLKV I I JL/O W JLKJN KLLrilN Dr\C V 

EKKQGWITVGDLEGCIHYKVVKYERIKFLVIALK 

NAVEIYAWAPKPYHKFMAFKSFADLQHKPLLVD 

LTVEEGQRLKVIFGSHTGFHV1DVDSGNSYDIYIP 

SfflQGNITPHAIVlLPKTDGMEMLVCYEDEGVYV 

NTYGRITKDVVLQWGEMPTSVAYIHSNQIMGW 

GEKAIEIRSVETGHLDGVFMHKRAQRLKFLCERN 

i-T^. v rrno v ixouru oov^ vrr ivi i Li in i\jn o iViiviiN w 


3052 


A 


1 


615 


MGQVECGGQKLGNQLEDDSEPAEGKVYSSDEE 

KLEASAGDPAGSEQEEEGSGGDSEDDGFLDSSA 

GGPGALLGPKPKLKGSLGTGAEEGAPVTAGVTA 

PGGKSRRRRTAFTSEQLLELEKEFHCKKYLSLTE 

RSQIAHALKLSEVQVKIWFQNRRAKWKRIKAGN 

VSSRSGEPVRNPKIVVPIPVHVNRFAVRSQHQQM 

EQGARP 


3053 


A 


203 


2167 


FGVRVPSNTQCLVPSFHCMQTSEWDSECLTSLQP 

LPLPTPPAANEAHLQTAAISLWTWAAVQAIERK 

VEIHSRRLLHLEGRTGTAEKKLASCEKTVTELGN 

QLEGKGAVLGTLLQEYGLLQRRLENLENLLRNR 

OTWILRLPPGIKGDIPKVPVAFDDVSIYFSTPEWE 

KLEEWQKELYKNIMKGNYESLISMDYAINQPDV 

LSQIQPEGEHNTEDQAGPEESEIPTDPSEEPGISTS 

DILSWKQEEEPQVGAPPESKESDVYKSTYADEE 

LVIKAEGLARSSLCPEVPVPFSSPPAAAKDAFSDV 

AFKSQQSTSMTPFGRPATDLPEASEGQVTFTQLG 

SYPLPPPVGEQVFSCHHCGKNLSQDMLLTHQCS 

HAIEHPLPCAQCPKHFTPQADLSSTSQDHASETP 

PTPPPTPAPTPTHPQRT TVTTT PVTTNTCTPPPPPPPnP 

PKRFADQARLTSHRRAHASERPFRCAQCGRSFSL 

KISLLLHQRGHAQERPFSCPQCGDDFNGHSALIRH 

QMIHTGERPYPCTDCSKSFMRKEHLLNHRRLHT 

GERPFSCPHCGKSFIRKHHLMKHORIHTGERPYP 

CSYCGRSFRYKQTLKDHLRSGHNGGCGGDSDPS 

GQPPNPPGPLITGLETSGLGVNTEGLETOQWYGE 

GSGGGVL 


3054 


A 


3 


2212 


SCGHKSAYGSYTGLQLFWEDGQELLQHQQLQD 
LRLCVHLRPQSEKVELSLWTLFWGKGEPSAVR 
EKLGKAGFAAASGPGGRPGAERASTVLNILHLT 
AESRWEPNACNRVSSSPAGVGPLDLPVGPLLYFF 
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SEQDD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^Alanine OCysteine, D=>Aspartic Acid, 
E«Glutamic Acid, ^Phenylalanine, G=Glycine, H«Hlstldine, 
I»Isoleucine, K 0 Lysine, L^Leacine, M«Methioolne, 
N=Asparagine, P=ProIine, Q=Glutamine, R^Arginine, S=Serine, 
T=ThreonJne, V^Vallne, W»Tryptophan ? Y^Tyrosine, 
X-Unknown, *«Stop codon, /=possible nucleotide deletion, 
\=possible nucleotide insertion 










APWARASFLCHAFQRPLTGIGLNTVRFTSEFPLH 

SKDPTAHKLLFTGNYLCKLHPRPRHAPQGSLSDF 

CHGTEGKDLPSEHNVSVEGVAQDRSPEATLCPQ 

KTCPCDICGLRLKDILHLAEHQTTHPRQKPFVCE 

AYVKGSEFSANLPRKQVQQNVHNPIRTEEGQAS 

PVKTCRDHTSDQLSTCREGGKDFVATAGFLQCE 

VTPSDGEPHEATEGWDFHIALRHNKCCESGDAF 

NNKSTLVQHQRIHSRERPYECSKCGIFFTYAADL 

TQHQKVHNRGKPYECCECGKFFSQHSSLVKHRR 

VHTGESPHVCGDCGKFFSRSSNLIQHKRVHTGEK 

PVppQ'nr'r^K'TnffQn'p qtjt tmht^p vhthp q a uppqt? 
r x joXsoJJ \*\J JSjr r o i^ivoiN i^iJxnJSJv v iji i uivo/\rici^o£t 

CGKSFNCNSSLDCHWRVHTGERPYKCNECGKFFS 

HIASLIQHQIVHTGERPHGCGECGKAFIRSSDLMK 

HQRVHTGERPYECNECGKLFSQSSSLNSHRRLHT 

GERPYQCSECGKFFNQSSSLNNHRRLHTGERPYE 

CSECGKTFRQRSNLRQHLKVHKPDRPYECSECG 

KAFNQRPTLIPJIQKIHIRERSMENVLLPCSQHTPE 

ISSENRPYQGAVNYKLKLVHPSTHPGEVP 


3055 


A 


268 


2954 


ARRSSSSQGSAAPTPCQWEASRDQLVAGPSGK 

MGNREMEELIPLVNRLQDAFSALGQSCLLELPQI 

AWGGQSAGKSSVLENFVGRDFLPRGSGIVTRRP 

LVLQLVTSKAEYAEFLHCKGKKFTDFDEVRLEIE 

AETDRVTGMNKGISSIPINLRVYSPHVLNLTLIDL 

PGITKVPVGDQPPDIEYQIRMIMQHTRENCLILA 

VTPANTDLANSDALKLAKEVDPQGLRTIGVITKL 

DLMDEGTDARDVLENKLLPLRRGYVGVVNRSQ 

KDIDGICKDIKAAMLAERKFFLSHPAYRHIADRM 

GTPHLQKVLNQQLTNHIRDTLPNFRNKLQGQLLS 

IEHEVEAYKNFKPEDPTRKTKALLQMVQQFAVD 

FEKRIEGSGDQVDTLELSGGAKINRIFHERFPFEIV 

KMEFNEKELPJREISYAIKNIHGIRTGLFTPDMAFE 

AWKKQIVKLKGPSLKSVDLVIQELINTVKKCTK 

KLANFPRLCEETERIVANHIREREGKTKDQVLLLI 

DIQVSYINTNHEDFIGFANAQQRSSQVHKKTTVG 

NQVH^GWLTISNIGIMKGGSKGYWFVLTAESLS 

WYKDDEEKEKKYMLPLDNLKVRDVEKSFMSSK 

HIFALFhTIEQPJ^VYKDYRFLELACDSQEDVDSW 

K"A<3T T R AfiA/VPDTf QVnxnsJTf AFTsJnFTvTnOAFNFR 

JVrVOJ-ri^IV/AvJ V X i 1/J\0 V VJ1N INXV/AXjI^ 1 VJv^/VdlNX^ O 

MDPQLERQVETIRNLVDSYMSID^CIRDLIPKTI 

MHLMINNVKDFINSELLAOL^ 

AEQAQRRDEMLRMYQALKEALGIIGDIGTATVS 

TPAPPPVDDSWIOHSRRSPPPSPTTORRPTLSAPL 

ARPTSGRGPAPAIPSPGPHSGAPPVPFRPGPLPPFP 

SSSDSFGAPPQVPSRPTRAPPSVPSRRPPPSPTRPTI 

IRPLESSLLD 


3056 


A 


1674 


1839 


WRVTCCPPARSTTERTNA YDEEDC VEMV ASG G 
WNDVACHTTMYFMCEFDKKNM 


3057 




1674 


1839 


VWVTCCTPARSTTERTNAYTDEEDCVEMVASGG 
WNDVACHTTMYFMCEFDKKNM 


3058 


A 


3363 


2525 


FLVKLILI1LCRCLHSLSRSVQQLRTSFQDHAVWK 

PLMKVLQNAPDE1LWASSMLCNLLLEFSPSKEPI 

LESGAVELLCGLTQSENPALRVNGIWALMNMAF 

QAEQKIKADILRSLSTEQLFRLLSDSDLNVLMKT 

LGLLPJ^JLLST^HTOKIMSTHGKQIMQAVTLILEG 

EHN1EVKEQTLCILAN1ADGTTAKDLIMTNDDILQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=AJanlne OCysteine t D=Aspartic Add, 
E=Glutamic Acid, F»Phcnylalanfne, G-Glycine, H=HlstIdine, 
t=lsoleucine, K=Lysine, L=0Leudne, ^Methionine, 

N^Asdii rapine. P™Prn!ine. 0=f21ntnmlni» B=Ar<Tlnfno C Covins 

T=Tbreonine, V-Valine, W=Tryptopban, YoTyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possible nudeottde insertion 










KIKYYMGHSHVKLQLAAMFCISOC^IWNEEEGSQ 
ERQDKLRDMGIVDILHKLSQSPDSNLCDKAKMA 
LQQYLA 


3059 


A 


679 


167 


SSWPSLSSOMHFPSFHIJfVAAHYGRDSFVRLLLE 

FKAEVDPLSDKGTTPLQLAIIRERSSCVKILLDHN 

ANIDIQNGFLLRYAVIKSNHSYCRMFLQRGADTN 

LGRLEDGQTPLHLSALRDDVLCARMLYNYGAD 

TNTRNYEGQTPLAVSISISGSSRPCLDFLQEVTSM 


3060 


A 


30 


234 


PPLQLDMDPNCYCADGDSCTCAGSCKCKECKCT 

SCKKSCCSCCPAGCAKCAQGCICKGATDKCSCC 

A 


3061 


A 


428 


720 


VRRDVRQQATWAMASDLDFSPPEVPEPTFLENL 
LRYGLFLGAIFQLICVLAIIVPIPKSHEAEAEPSEPR 
S AE VTRKPKAA VP S VNKRPKKETKKKR 


3062 


A 


1589 


276 


WKQKYEPLGLDAAGIEEAITAVGSFILKANELLQ 
VIDS SMKNFKAFFRWLYVAMLRMTEDHVLPELN 
KMTQKDITFVAEFLTEHFNEAPDLYNRKGKYFN 
VERVGQYLKDEDDDLVSPPNTEGNQWYDFLQN 
SSHLKESPLLFPYYPRKSLHFVKRRMENIIDQCLQ 

FLWNNKTSNLHYLLFTILEDSLYKMCILRRHTDIS 

QSVSNGLIADCFGSFTYATTEKVRRSIYSCLDAQF 

YDDETVTWLKDTVGREGRDRLLVQLPLSLVYN 

SEDSAEYQFTGTYSTRLDEQCSAJPTRTMHFEKH 

WRLLESMKAQYVAGNGFRKVSCVLSSNLRHVR 

VFEMDIDDEWELDESSDEEEEASNKPVKIKEEVL 

SESEAENQQAGAAALAPEIVIKVEKLDPELDS 


3063 


A 


50 


849 


DKMPSTFAYOSSFVnwrFWFOYSFTT VAPPYKfTP 
SNIPFFTFGPLMMLLMHPYAQKRSRYIYVVWVLF 
MEGLFSMYFHMTLSFLGQLLDEIAILWLLGSGYS 
IWMPRCYFPSFLGGNRSQFIRLWriWVSTLLSFL 
RPTVNAYALNSIALHILYIVCQEYRKTSNKELRH 
LmVSVVLWAVALTSWISDlU,LCSFWQRIHFFYL 
HSIWHVLISITFPYGN1VTMALVDANYEMPGETT , 
KVRYWPRDS WPVGLPYVEERGDDKDC 


3064 


A 


1523 


925 


AATMADGQMPFSCHYPSRLRRDPFRDSPLSSRLL 

DDGFGMDPFPDDLTASWPDWALPRLSSAWPGTL 

RSGMVPRGPTATARFGVPAEGRTPPPFPGEPWK 

VCVNVHSFKPEELMVKTKDGYVEVSGKHEEKQ 

QEGG1VSKMTXKIQLPAEVDPVTVFASLSPEGLL 

HEAPQVPPYSTFGESSFNNELPQDSQEVTCT 


3065 


A 


230 


2929 


LSTSLTGSHLFSLGNHSTRENLNAGNFOTPSEGH 

LVRSTGPGGSFAKHMVAQCVSPKGPLACSRTYF 

FGAT1WPYLGGDSKLPKKTEQIRLLSQIYAAVIE 

AVLAGIACYAKTSSLTKAKEVAEQTLGSGLDSFE 

LIPFKAALRSKMTFH1HAVNNQGRIVPLDSEDSLS 

FVKTACMAVYDPDLLGGNGCLGSWFSESFLTS 

QILVKEKDGTVTTETSSVVLTAAVPRFCSWLVED 

NEVKLSEKTHQAVRGDESFLGTYLTGGEGAYLY 

SSNLQSWPEEGNVHFFSSGLLFSHCRHGSUISKD 

HMNSISFYDGDSTSTVAALLroFKSSLLPHLPVHF 

HGSSNFmiALFPKSKIYQAFYSEVFSLWKQQDN 

SGISLKVIQEDGLSVEQKRLHSSAQKLFSALSQPA 

GEKRSSLKLLSAKLPELDWFLQHFAISSISQEPVM 

RTHLPVLLQQAEDnTIIIRIESDKVUSIVTGLPGCH 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide J 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Acid, 
£=Glutamic Add, F=Pheny (alanine, G=G)ycine, H=HIst1dinc, 
I=Iso!euclne, K s Lysine, L=Le urine, M=Metbionine, 
N=Asparagine, P^ProIlne, Q=GIutamine, R=Arginine, S^Scrioe, 
TWThreonine, V»Valine, W^Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, /possible nucleotide deletion, 
V=possib!e nucleotide insertion 










ASELCAFLVTLHKECGRWMVYRQ1MDSSECFHA " 

AHFQRYLSSALEAQQNRSARQSAYIRKKTRLLV 

VLQGYTDVIDWQALQTHPDSNVKASFTIGAITA 

CVEPMSCYMEHRFLFPKCLDQCSQGLVSNWFT 

SHTTEQRHPLLVQLQSLIRAANPAAAFILAENGrV 

1 KN-bDifciLLLSENSr daPEMIJISRYLMYPGWYEG 

KLNAGSVYPLMVQICVWFGRPLEKTRFVAKCKA 

IQSSnCPSPFSGNTYHILGKVKFSDSERTMEVCYNT 

LANSLSIMPVLEGPTPPPDSKSVSQDSSGQQECYL 

VFIGCSLKEDSDCDWLRQSAKQKPQRKALKTRG 

ML 1 ^ IjHIKoln VKKJrU^ErLPAGYrYN 

GDKTDFHPLMDQFMNDYVEEANREIEKYNQELE 

QQEYHDLFELKP 


3066 


A 


130 


588 


LAPLRCQPGTRTQPRSHPAANDPSAAMSAAGAR 

GLRATYHRLLDKVELMLPEKLRPLYNHPAGPRT 

VFFWAPIMKWGLVCAGLADMARPAEKLSTAQS 

AVLMATGFIWSRYSLVIIPKNWSLFAVNFFVGAA 

GASQLFRIWRYNQELKAKAHK 


3067 


A 


2 


1016 


EFARRRVFIAAREMSLLRSLRVFLVARTGSYPAG 

SLLRQSPQPRHTFYAGPRLSASASSKELLMKLRR 

KTGYSFVNCKKALETCGGDLKQAEIWLHKEAQ 

KEGWSKAAKLQGRKTKEGLIGLLQEGNTTVLVE 

VNCETDFVSRNLKFQLLVQQVALGTMMHCQTL 

KDQPSAYSKGFLNSSELSGLPAGPDREGSLKDQL 

ALAIGKLGENMILKRAAWVKVPSGFYVGSYVHG 

AMQSPSLHICLVLGKYGALVICETSEQKTNLEDV 

GRRLGQHVVGMAPLSVGSLDDEPGGEAETKML 

SQPYLLDPSITLGQYVQPQGVSWDFVRFECGEG 

EEAAETE 


3068 


A 


3 


1679 


NSRVWGPWTEPSAGSLRPMARKQNRNSKELGL 

VPLTDDTSHAGPPGPGRALLECDHLRSGVPGGR 

RRKDWSCSLLVASLAGAFGSSFLYGYNLSVVNA 

PTPYIKAFYNESWERRHGRPIDPDTLTLLWSVTV 

SIFAIGGLVGTLIVKMIGKVLGRKHTLLANNGFAI 

SAALLMACSLQAGAFEMLIVGRFIMGIDGGVALS 

VLPMYLSEISPKEIRGSLGQVTAinCIGVFTGQLL 

GLPELLGKESTWPYLFGVIWPAWQLLSLPFLP 

DSPRYLLLEKHNEARAVKAFQTFLGECADVSQEV 

EEVLAESRVQRSIRLVSVLELLRAPYVRWQVVT 

VIVTMACYQLCGLNAIWFYTNSEFGKAGIPPAKIP 

YVTLSTGGIETLAAVFSGLVIEHLGRRPLLIGGFG 

LMGLFFGTLTITLILQDHAPWVPYLSIVGILAIIAS 

FCSGPGGIPFILTGEFFQQSQRPAAFIIAGTVNWLS 

NFAVGLLFPFIQKSLDTYCFLVFATICITGAIYLYF 

\7T DFIWTDTVA OCA A "PC VT>XTV A VmvtTCV TPvo A. \ T 

VLrijliSJNKl YAJaloQAroJCKNKAYPPEEKnjSAV 
TDGKINGRP 


3069 


A 


861 


300 


AAGAWSAMPKAKGKTRRQOGYSVNRKRLNR 

LAVDPNRAWLRKRKVKAMEVDIEERPKELVRK 
PYVLNDLEAEASLPEKKGNTLSRDLIDYVRYMV 
ENHGEDYKAMARDEKNYYQDTPKQIRSBCINVY 
KRFYPAEWQDFLDSLQKRKMEVE 


3070 


A 


325 


2019 


LAEPEVATDSGQQADLPAEGGDPRAEASCSVLH 
SKPHAMADSRDPASDQMQHWKEQRAAQKADV 
LTTGAGNPVGDKLNVITVGPRGPLLVQDWFTD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCysteine, D»Aspartie Add, 
E^GIutamic Acid, F=Phenyl alanine, G=Glycine, H»Histidfne, 
I^Isoteudne, K=Lysine, b-Leudne, M=Methionine, 
N=Asparagine, P»ProIine, Q=K5lutamine, R-Arglnlne, S=Serine, 
"^Threonine, V=Valine, W«Tryptophan, Y«Tyroslne, 
X«Unknown, **»Stop codon, /^possible nucleotide deletion, 
V=>possible nucleotide insertion 










EMAHFDRERIPERVVHAKGAGAFGYFEVTHDIT 

KYSKAKVFEfflGKKTPIAVRFSTVAGESGSADTV 

RDPRGFAVKFYTEDGNWDLVGNNTPIFFIRDPILF 

PSFIHSQKRNPQTHLKDPDMVWDFWSLRPESLH 

QVSFLFSDRGIPDGHRHMNGYGSHTFKLVNANG 

EAVYCKPHYKTDQGIKNLSVEDAARLSQEDPDY 

GIRDLFNAIATGKYPSWTFYIQVMTFNQAETFPF 

MPPTYT TTf VWPWlf TYVPT TPVOVT VT >JT?XTDV\TVT?A 

ryrruLti jvv wrruvL/ 1 rJuir vunl vi^JNJKJN.r VIN i r A 

EVEQIAFDPSNMPPGIEASPDKMLQGRLFAYPDT 

HRHRLGPNYLHIPVNCPYRARVANYQRDGPMC 

MQDNQGGAPNYYPNSFGAPEQQPSALEHS1QYS 

GEVRRFNTANDDNVTQVRAFYVNVLNEEQRKR 

LCEMAGHLKDAQIFIQKKAVKNFTEVHPDYGSH 

IQALLDKYNAEKPKNAIHTFVQSGSHLAAREKA 

NL 


3071 


A 


1 


1187 


SLGWLERPPALSRAAGDGARRLSGSRRGDVWLT 

SSAAGLLRSVAGGSWCGGQLRARGGSGRCVAR 

AMTGNAGEWCLMESDPGVFTELKGFGCRGAQ 

VEEIWSLEPENFEKLKPVHGLIFLFKWQPGEEPA 

Vjov V^jyoJ^L>llrrAJ\.v^ VirNlNAOAll^AlVoVL.LN 

CTHQDVHLGETLSEFKEFSQSFDAAMKGLALSN 

SDVIRQVHNSFARQQMFEFDTKTSAKEEDAFHF 

VSYVPVNGRLYELDGLREGPIDLGACNQDDWIS 

AVRPVIEmQKYSEGEIRFNLMAIVSDRKMIYEQ 

KIAELQRQLAEEEPMDTDQGNSMLSAIQSEVAK 

NQMLIEEEVQKLKRYKIEMRRKHNYLPFIMELL 

KTLAEHQQLIPLVEKAKEKQNAKKAQETK 


3072 


A 


103 


2775 


RLRTLAPPGLLLGPPLVPDSRRRHQASLTPLfflSG 
: SPQLVGRGDRKLRTEVLVPPAALPAETRQRRSER 
LPRRTCPRGGAPGPGRSRLPRSLPPPSAIPGLRSPV 
WAAGLGGGGRREPSRGKGGAALRARHRSTMAE 
LGAGGDGHRGGDGAVRSETAPDSYKVQDKKNA 
SSRPASAISGQNNNHSGNKPDPPPVLRVDDRQRL 
ARERREEREKQLAAREIVWLEREERARQHYEKH 
LEERKKRLEEQRQKEERRRAAVEEKRRQRLEED 
KERHEAVVRRTMERSQKPKQBCHNRWSWGGSLH 
GSPSIHSADPPRRSVSTMNLSKYVDPVISKRLSSS 
SATLLNSPDRARRLQLSPWESSWNRLLTPTHSF 
LARSKSTAALSGEAVIPICPRSASCSPIIMPYKAAH 
SRNSMDRPKLFVTPPEGSSRRRnHGTASYKKERE 
RENVLFLTSGTRRAVSPSNPKARQPARSRLWLPS 
KSLPHLPGTPRPTSSLPPGSVKAAPAQVRPPSPGN 
IRPVKREVKVEPEKKDPEKEPQKVANEPSLKGRA 
PLVKVEEATVEERTPAEPEVGPAAPAMAPAPAS 
APAPASAPAPAPVPTPAMVSAPSSTVNASASVKT 
SAGTTDPEEATRLLAEKRRLAREQREKEERERRE 

OPT7T PPfWRPPT ArVRVAPPPTTPT?PPPCT>T>T 17 AT? 

QAREKEEQLQRQAEERALREWEEAERAQRQKEE 

FARVREEAERVRQEREKHFQREEQERLERKKRL 

EEMKRTRRTEATDKKTSDQRNGDIAKGALTGG 

TEVSALPCTTNAPGNGKPVGSPHVVTSHQSKVT 

VESTPDLEKQPNENGVSVQNENFEEHNLPIGSKP 

SRLDVTNSESPEIPLNPILAFDDEGTLGPLPQVDG 

VQTQQTAEVI 


3073 


A 


67 


2415 


PPRVCRDHVCLICWDPIAGTGGSRSTMPALPLDQ 



243 



WO 01/57190 



PCT7US01/04098 



SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Add, 
E=GIutamic Add, ^Phenylalanine, G=Glydne, H«Histldine, 
I=Isoleudne, K«Lysine, L^Leudne, M-Methionine, 
N-Asparagine, P«Prollne, Q~Glntamlne, R=Arginlne, S^Serine, 
Twrhreonlne, V«VaIine, W-Tryptophan, Y=Tyrosine, 
X=Unknown, *=*Stop codon, ^possible nucleotide deletion, 
\=possible nudeotide insertion 










LQITHKDPKTGKLRTSPALHPEQKADRYFVLYKP 

PPKDNIPALVEEYLERATFVANDLDWLLALPHD 

KFWCQVIFDETLQKCLDSYLRYVPRKFDEGVAS 

APEVVDMQKELHRSVFLTFLRMSTHKESKDHFIS 

PSAFGEILYNNFLFDIPKILDLCVLFGKGNSPLLQ 

KMGNIFTQQPSYYSDUDETLPmQWSMLQHC 

GLQGDGANTTPQKLEERGRLTPSDMPLLELKDIV 

LYLCDTCTTLWAFLDIFPLACQTFQKHDFCYRLA 

SFYEAAIPEMESAIKKRRLEDSKLLGDLWQRLSH 

SRKKLMEIFHIILNQICLLPILESSCDNIQGFIEEFL 

QIFSSLLQEKRFLRDYDALFPVAEDISLLQQASSV 

LDETRTAYELQAVESAWEGVDRRKATDAKDPSV 

IEEPNGEPNGVTVTAEAVSQASSHPENSEEEECM 

GAAAAVGPAMCGVELDSLISQVKDLLPDLGEGFI 

LACLEYYHYDPEQVINNILEERLAPTLSQLDRNL 

DREMKPDPTPLLTSRHNVFQNDEFDVFSRDSVDL 

SRVHKGKSTRKEENTRSLLNDKRAVAAQRQRYE 

QYSVWEEVPLQPGESLPYHSVYYEDEYDDTYD 

GNQVGANDADSDDELISRRPFTIPQVLRTKVPRE 

GQEEDDDDEEDDADEEAPKPDHFVQDPAVLREK 

AEARRMAFLAKKGYRHDSSTAVAGSPRGHGQS 

RETTQERRKKEANKATRANHNRRTMADRKRSK 

GMIPS 


3074 


A 


3 


251 


GEARSPPPAAALLDMDPETCPCPSGGSCTCADSC 
KCEGCKCTSCKKSCCSCCPAECEKCAKDCVCKG 
GEAAEAEAEKCSCCQ 


3075 


A 


255 


982 


SQFSLSQVLVDSAEEGSLAAAAELAAQKREQRL 

RKFRELHLMRNE ARKLNH QE WEEDKRLKLP AN 

WEAKKARLEWELKEEEKKKECAARGEDYEKVK 

LLEISAEDAERWERKKKRKNPDLGFSDYAAAQL 

RQYHRLTKQIKPDMETYERLREKHGEEFFPTSNS 

LLHGTHVPSTEEIDRMVIDLEKQIEKRDKYSRRR 

PYNDDADIDYINERNAKFNKKAERFYGKYTAEI 

KQNLERGTAV 


3076 


A 


255 


982 


SQFSLSQVLVDSAEEGSLAAAAELAAQKREQRL 

RKFRELHLMRNEARKLNHQEVVEEDKRLBCLPAN 

WEAKKARLEWELKEEEKKKECAARGEDYEKVK 

LLEISAEDAERWERKKKRKNPDLGFSDYAAAQL 

RQYHRLTKQIKPDMETYERLREKHGEEFFPTSNS 

LLHGTHVPSTEEIDRMVIDLEKQIEKRDKYSRRR 

PYNDDADIDYINERNAKFNKKAERFYGKYTAEI 

KQNLERGTAV 


3077 


A 


1 


968 


FRLRPRRACAQLLWHPAAGMASWAKGRSYLAP 

GLLQGQVAIVTGGATGIGKAIVKELLELGSNWI 

ASRKLERLKSAADELQANLPPTKQARVIPIQCNIR 

NEEE VNNLVKSTLDTFGKINFLVNNG GGQFLSPA 

EHISSKGWHAVLETNLTGTFYMCKAVYSSWMK 

KHGGSIVNIIVPTKAGFPLAVHSGAARAGVYNLT 

KSLAFEWACSGIRINCVAPGVIYSQTAVENYGSW 

GQSFFEGSFQKIPAKRIGVPEEVSSWCFLLSPAA 

SFITGQSVDVDGGRSLYTHSYEVPDHDNWPKGA 

GDLSVVKKMKETFKEKAKL 


3078 


A 


2 


3508 


FVRESGKAPVTFDDITVYLLQEEWVLLSQQQKEL 

CGSNKLVAPLGPTVANPELFRKFGRGPEPWLGS 

VQGQRSLLEHHPGKKQMGYMGEMEVQGPTRES 
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oXtKl 11} 
NO: 


lt/Tnthftrl 

lYieiDOQ 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, S»Aspartic Add, 
E=Glutaralc Acid, ^Phenylalanine, G»Glycine, ENHbtidine, 
I»Isoleudne, K=LysIne, L=Leucine, M=Methionine, 
N»Asparagine, PHProline, Q=Glutamine, R=ArglnJne t S=Serine, 
T-Threonlne, V=Valine, W=Tryptophan, Y=Tyrosine, 
X^ltaknown, *=Stop codon, ^possible nucleotide deletion, 
^possible nucleotide insertion 










GQSLPPQKKAYLSHLSTGSGHIEGDWAGRNRKL 

LKPRSIQKSWFVQFPWLIMNEEQTALFCSACREY 

PSIRDKRSRLIEGYTGPFKVETLKYHAKSKAHMF 

CVNALAAKDPIWAARFRSIRDPPGDVLASPEPLF 

TADCPIFYPPGPLGGFDSMAELLPSSRAELEDPGG 

DGAIPAMYLDCISDLRQKEITDGfflSSSDINILYN 

DAVESCIQDPSAEGLSEEVPWFEELPWFEDVA 

VYFITIEEWGMLDKRQKELYRDVMRMNYELLAS 

LGPAAAKPDLISKLERRAAPWIKDPNGPKWGKG 

RPPGNKKMVAVREADTQASAADSALLPGSPVEA 

RASCCSSSICEEGDGPRRIKRTYRPRSIQRSWFGQ 

FPWLVIDPKETKLFCSACIERPNLHDKSSRLVRG 

YTGPFKVETLKYHEVSKAHRLCVNTVEIKEDTPH 

TALWEISSDLMANMEHFFNAAYSIAYHSRPLND 

FEKILQLLQSTGTVILGKYRNRTACTQFIKYISETL 

KREILEDVRNSPCVSVLLDSSTDASEQACVGIYIR 

YFKQMEVKESYITLAPLYSETADGYFEHVSALD 

ELDBPFRKPGWWGLGTDGSAMLSCRGGLVEKF 

QEVPQLLPVHCVAHRLHLAVVDACGSIDLVKK 

CDRHIRTVTKFYQSSNKRLNELQEGAAPLEQEIIR 

LKDLNAVRWVASRRRTLHALLVSWPALARHLQ 

RVAEAGGQIGHRAKGMLKLMRGFHFVKFCHFL 

LDFLSIYRPLSEVCQKEIVLITEVNATLGRAYVAL 

ESLRHQAGPKEEEFNASFKDGRLHGICLDKLEVA 

EQRFQADRERTVLTGffiYLQQRFDADRPPQLKN 

MEVTOTMAWPSGIELASFGNDDILNLARYFECSL 

PTGYSEEALLEEWLGLKTIAQHLPFSMLCKNALA 

QHCRFPLLSKLMAVWCVPISTSCCERGFKAMN 

RIRTDERTKLSNEVLNMLMMTAVNGVAVTEYD 

PQPAIQHWYLTSSGRRFSHVYTCAQVPARSPASA 

RLRKEEMGALYVEEPRTQKPPILPSREAAEVLKD 

CIMEPPERLLYPHTSQEAPGMS 


3079 


A 


343 


1513 


FSPLEPRLCSLGGWGALQAGEPCQPSRAGCGRE 

GATMGCTLSAEERAALERSKAIEKNLKEDGISAA 

KDVKLLLLGAGESGKSTTVKQMKIIHEDGFSGED 

VKQYKPVVYSNTIQSLAAIVRAMDTLGIEYGDK 

ERKADAKMVCDWSRMEDTEPFSAELLSAMMR 

LWGDSGIQECFNRSREYQLNDSAKYYLDSLDRIG 

AADYQPTEQDILRTRVKTTGIVETHFTFKNLHFR 

LFDVGGQRSERKKWIHCFEDVTAIIFCVALSGYD 

QVLHEDETTNRMHESLKLFDSICNNKWFTDTSI1 

LFLNKKDIFEEKIKKSPLTICFPEYTGPSAFTEAVA 

YIQAQYESKNKSAHKEIYSHVTCATDTNNIQFVF 

DAVTDVIIAKNLRGCGLY 


3080 


A 


41 


997 


EARTARELTDGVTDGLTMADQPKPISPLKNLLA 

GGFGGVCLVFVGHPLDTVKVRLQTQPPSLPGQPP 

MYSGTTOCFRKTLFREGITGLYRGMAAPIIGVTP 

MFAVCFFGFGLGKKLQQKHPEDVLSYPQLFAAG 

MLSGVFTTGIMTPGERIKCLLQIQASSGESKYTGT 

LDCAKKLYQEFGIRGIYKGTVLTLMRDVPASGM 

YFMTYEWLKNIFTPEGKRVSELSAPRILVAGGIA 

GIFNWAVAIPPDVLKSRFQTAPPGKYPNGFRDVL 

RELIRDEGVTSLYKGFNAVMIRAFPANAACFLGF 

EVAMKFLNWATPNL 


3081 


A 


3 


1996 


IMADMEDLFGSDADSEAERKDSDSGSDSDSDQE 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, D=»Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, OGIydne, H^Histidlne, 
I»Isoieucine, K«Lysine, L^Leudne, M-Methionine, 
N^Asparagine, P*=Proline, Q=Glutamine, R=Arginine, S-Serine, 
Threonine, V=Valine, W=Tryptophan, Y^Tyrostne, 
X=Unknown t *«Stop codon, ^possible nucleotide deletion, 
V=possible nudeotide insertion 










NAASGSNASGSESDQDERGDSGQPSNKELFQDD 

SEDEGASHHSGSDNHSERSDNRSEASERSDHEDN 

DPSDVDQHSGSEAPNDDEDEGHRSDGGSHHSEA 

EGSEKAHSDDEKWGREDKSDQSDDEKIQNSDDE 

ERAQGSDEDKLQNSDDDEKMQNTDDEERPQLS 

DDERQQLSEEEKANSDDERPVASDNDDEKQNSD 

DEEQPQLSDEEKMQNSDDERPQASDEEEDRHSDD 

EEEQDHKSESARGSDSEDEVLRMKRKNAIASDSE 

ADSDTEVPKDNSGTMDLFGGADDISSGSDGEDK 

PPTPGQPVDENGLPQDQQEEEPIPETRIEVEIPKV 

NTDLGNDLYFVKLPNFLSVEPRPFDPQYYEDEFE 

DEEMLDEEGRTRLKLKVENTIRWRIRRDEEGNEI 

KESNARIVKWSDGSMSLHLGNEVFDYYKAPLQG 

DHNHLFIRQGTGLQGQAVFKTKLTFRPHSTDSAT 

HRKMTLSLADRCSKTQKIRILPMAGRDPECQRTE 

MIKKEEERLRASIRRESQQRRMREKQHQRGLSAS 

YLEPDRYDEEEEGEESISLAAIKNRYKGGIREERA 

RIYSSDSDEGSEEDKAQRLLKAKKLTSDEVRPNL 

FNSRGLSCTQEPTALNEELTDQAGTN 


3082 


A 


3 


921 


VEFCLPASADSSSLVAASLAGVRKMATNFLAHE 

KIWFDKFKYDDAERRFYEQMNGPVAGASRQEN 

GASVILRDIARARENIQKSLAGSSGPGASSGTSGD 

HGELVVRIASLEVENQSLRGWQELQQAISKLEA 

RLNVLEKSSPGHRATAPQTQHVSPMRQVEPPAK 

KPATPAEDDEDDDIDLFGSDNEEEDKEAAQLREE 

RLRQYAEKKAKKPALVAKSSILLDVKPWDDETD 

MAQLEACVRSIQLDGLVWGASKLVPVGYGIRKL 

QIQCWEDDKVGTDLLEEEITKPEEHVQSVDIAA 

FNKI 


3083 


A 


3 


921 


VEFCLPASADSSSLVAASLAGVRKMATNFLAHE 

KIWFDKFKYDDAERRFYEQMNGPVAGASRQEN 

GASVELRDIARARENIQKSLAGSSGPGASSGTSGD 

HGELWRIASLEVENQSLRGWQELQQAISKLEA 

RLNVLEKSSPGHRATAPQTQHVSPMRQVEPPAK 

KPATPAEDDEDDDEDLFGSDNEEEDKEAAQLREE 

RLRQYAEKKAKKPALVAKSSILLDVKPWDDETD 

MAQLEACVRSIQLDGLVWGASKLVPVGYGIRKL 

QIQCWEDDKVGTDLLEEEITKFEEHVQSVDIAA 

FNKI 


3084 


A 


128 


4050 


KSIVKIRKRMAAETQTLNFGPEWLRALSSGGSITS 

PPLSPALPKYKLADYRYGREEMLALFLKDNKIPS 

DLLDBCEFLPILQEEPLPPLALVPFTEEEQRNFSMS 

VNSAAVLRLTGRGGGGTWGAPRGRSSSRGRGR 

GRGECGFYQRSFDEVEGVFGRGGGREMHRSQS 

WEERGDRRFEKPGRKDVGRPNFEEGGPTSVGRK 

HEFIRSESENWR3FREEQNGEDEDGGWRLAGSRR 

DGERWRPHSPDGPRSAGWREHMERRRRFEFDFR 

DRDDERGYRRVRSGSGSIDDDRDSLPEWCLEDA 

EEEMGTFDSSGAFLSLKKVQKEPIPEEQEMDFRP 

VDEGEECSDSEGSHNEEAKEPDKTNKKEGEKTD 

RVGVEASEETPQTSSSSARPGTPSDHQSQEASQFE 

RKDEPKTEQTEKAEEETRMENSLPAKVPSRGDE 

MVADVQQPLSQIPSDTASPLLILPPPVPlSfPSPTLRP 

VETPWGAPGMGSVSTEPPDEEGLKHLEQQAEK 

MVAYLQDSALDDERLASKLQEHRAKGVSIPLMH 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
locadon 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D-Asparttc Add, 
E"Glutamic Acid, ^Phenylalanine, G=Glycine t H=Histidine, 
I«Isoleudne, K=Lysine, L=Le urine, M«Methionine, 
N=Asparagine, P=<Proline, Q=-Glutamlne, R=Argininc, S=Serine, 
T»Threonine, V«VaIine, W«Tryptophan, Y»Tyrosine, 
X-Unknown, *=Stop codon, ^possible nucleotide deletion, 
V=possible nucleotide insertion 










EAMQKWYYKDPQGEIQGPFNNQEMAEWFQAG 

YFTMSLLVKRACDESFQPLGDIMKMWGRVPFSP 

GPAPPPHMGELDQERLTRQQELTALYQMQHLQY 

QQFLIQQQYAQVLAQQQKAALSSQQQQQLALLL 

QQFQTLKMRISDQN1IPSVTRSVSVPDTGSIWELQ 

PTASQPTVWEGGSVWDLPLDTTTPGPALEQLQQ 

LEKAKAAKLEQERREAEMRAKREEEERKRQEEL 

RRRQKGILRRQQEEERKRREEEELARRKQEEALR 

RQKEQEIALRRQREEEERQQQEEALRRLEERRRE 

EEERRKQEELLRKQEEEAAKWAREEEEAQRRLE 

ENRLRMEEEAARLRHEEEERKRKELEVQRQKEL 

MRQRQQQQEALRRLQQQQQQQQLAQMKLPSSS 

TWGQQSNTTACQSQATLSLAEIQKLEEERERQLR 

EEQRRQQRELMKALQQQQQQQQQKLSGWGNV 

SKPSGTTKSLLEIQQEEARQMQKQQQQQQQHQQ 

PNRARNNTHSNLHTSIGNSVWGSINTGPPNQWA 

SDLVSSIWSNADTICNSNMGFWDDAVKEVnPR>J 

STNKNKNNASLSKSVGVSNRQNKKVEEEEKLLK 

LFQGVNKAQDGFTQWCEQMLHALNTANNLDVP 

TFVSFLKEVESPYEVHDYIRAYLGDTSEAKEFAK 

QFLERRAKQKANQQRQQQQLPQQQQQPPQQPP 

QQPQQQDSVWGMNHSTLHSVFQTNQSNNQQSN 

FEAVQSGKKKKKQKMVRADPSLLGFSVNASSER 

LNMGEBSTLDDY 


3085 


A 


128 


4050 


KSIVKIRKRMAAETQTLNFGPEWLRALSSGGSITS 

PPLSPALPKYKLADYRYGREEMLALFLKDNKIPS 

DLLDKEFLPILQEEPLPPLALVPFTEEEQRNFSMS 

VNSAAVLRLTGRGGGGTWGAPRGRSSSRGRGR 

GRGECGFYQRSFDEVEGVFGRGGGREMHRSQS 

WEERGDRRFEKPGRKDVGRPNFEEGGPTSVGRK 

HEFIRSESENWRIFREEQNGEDEDGGWRLAGSRR 

DGERWRPHSPDGPRSAGWREHMERRRRFEFDFR 

DRDDERGYRRVRSGSGSIDDDRDSLPEWCLEDA 

EEEMGTFDSSGAFLSLKKVQKEPIPEEQEMDFRP 

VDEGEECSDSEGSHNEEAKEPDKTOKKEGEKTD 

RVGVEASEETPQTSSSSARPGTPSDHQSQEASQFE 

RKDEPKTEQTEKAEEETRMENSLPAKVPSRGDE 

MVADVQQPLSQIPSDTASPLLILPPPVPNPSPTLRP 

VETPWGAPGMGSVSTEPDDEEGLKHLEQQAEK 

MVAYLQDSALDDERLASKLQEHRAKGVSIPLMH 

EAMQKWYYKDPQGEIQGPFNNQEMAEWFQAG 

YFTMSLLVKRACDESFQPLGDIMKMWGRVPFSP 

GPAPPPHMGELDQERLTRQQELTALYQMQHLQY 

QQFLIQQQYAQVLAQQQKAALSSQQQQQLALLL 

QQFQTLKMRISDQhfllPSVTRSVSVPDTGSIWELQ 

PTASQPTVWEGGSVWDLPLDTTTPGPALEQLQQ 

LEKAKAAKLEQERREAEMRAKREEEERKRQEEL 

RRRQKGILRRQQEEERKRREEEELARRKQEEALR 

RQREQEIALRRQREEEERQQQEEALRRLEERRRE 

EEERRKQEELLRKQEEEAAKWAREEEEAQRRLE 

ENRLRMEEEAARLRHEEEERKRKELEVQRQKEL 

MRQRQQQQEALRRLQQQQQQQQLAQMKLPSSS 

TWGQQSNTTACQSQATLSLAEIQKLEEERERQLR 

EEQRRQQRELMKALQQQQQQQQQKLSGWGNV 

SKPSGTTKSLLEIQQEEARQMQKQQQQQQQHQQ 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D»Aspartic Acid, 
E-Glutamic Acid, ^Phenylalanine, G=Glycioe, HHHistidlne, 
IHboleucine, KpLysine, L»Leudne, M^Metfatonine, 
N»Asparagine, P=Proline, Q=Glutamine, R«Argfnine, S-Serine, 
T^Threonlne, V«=Valine, W^Tryptophan, Y^Tyrosine, 
X=Unkno\vn, *=Stop codon, /=posslble nucleotide deletion, 
possible nucleotide Insertion 










PNRARNNTHS>ILHTSIGNSWGSINTGPPNQWA 

SDLVSSIWSNADTKNSNMGFWDDAVKEVGPRN 

STNKNKNNASLSKSVGVSmQNKKVEEEEKLLK 

LFQGVNKAQDGFTQWCEQMIJHAL^ 

TFVSFLKEVESPYEVHDYIRAYLGDTSEAKEFAK 

QFLERRAKQKANQQRQQQQLPQQQQQPPQQPP 

QQPQQQDSVWGMNHSTLHSVFQTNQSNNQQSN 

FEAVQSGKKKKKQKMVRADPSLLGFSVNASSER 

LNMGEIETLDDY 


3086 


A 


675 


1334 


LHPAATSTAWLHVPPGLSMALSWVLTVLSLLPL 

LEAQIPLCANLVPVPITNATLDRITGKWFYIASAF 

RNEEYNKSVQEIQATFFYFTPNKTEDTIFLREYQT 

RQDQCIYNTTYLNVQRENGTISRYVGGQEHFAH 

LLILRDTKTYMLAFDVNDEKNWGLSVYADKPET 

TKEQLGEFYEALDCLRIPKSDWYTDWKKDKCE 

PI£KQHEKERKQEEGES 


3087 


A 


1 


1575 


CTPVARSMATTATCTRFTDDYQLFEELGKGAFS 

VVRRCVKKTSTQEYAAKII>rnCKLSARDHQKLE 

REARICRLLKHPNIVRLHDSISEEGFHYLVFDLVT 

GGELFEDIVAREYYSBADASHCIHQILESVNHIHQ 

HDWHRDLKPENLLLASKCKGAAVKLADFGLAIE 

VQGEQQAWFGFAGTPGYLSPEVLRKDPYGKPVD 

IWACGVILYILLVGYPPFWDEDQHBCLYQQIKAG 

AYDFPSPEWDTVTPEAKNLINQMLTINPAKRITA 

DQALKHPWVCQRSTVASMMHRQETVECLRKFN 

ARRKLKGAILTTMLVSRNFSAAKSLLNKKSDGG 

X^QSNNKNSLVSPAQEPAPLQTAMEPQTTVVH 

NATDGIKGSTESCNTTTEDEDLKVRKQEIIKITEQ 

LIEAINNGDFEAYTKICDPGLTSFEPEALGNLVEG 

MDFHKFYFEMXSKNSKPIHTTILNPHVHVIGED 

AACIAYIRLTQYTDGQGRPRTSQSEETRVWHRRD 

GKWLNVHYHCSGAPAAPLQ 


3088 


A 


12 


1039 


SSVAEFPERVQLSQPQNWNFSGAGGAWSLDFAE 

QLKWSAELARLGESIMDGKQGGMDGSKPAGPR 

DFPGIRLLSNPLMGDAVSDWSPMHEAAIHGHQL 

SIJRNLISQGWAVN1ITADHVSPLHEACLGGHLSC 

VKILLKHGAQVNGVTADWHTPLFNACVSGSWD 

CVNLLLQHGASVQPESDLASPIHEAARRGHVEC 

VNSLIAYGGMDHKISHLGTPLYLACENQQRACV 

KKLLESGADVNQGKGQDSPLHAVARTASEELAC 

LLMDFGADTQAKNAEGKRPVELVPPESPLAQLF 

LEREGPPSO^QLCRLRIRKCFGIQQHHKITKLVLP 

EDLKQFLLHL 


3089 


A 


73 


432 


DMAGLMTIVTSLLFLGVCAHHIIPTGSWLPSPCC 
MFFVSKRIPEMIWSYQLSSRSTCLKAGVTFT7XK 
GQQFCGDPKQEWVQRYMKNLDAKQKKASPRA 
RAVAVKGPVQRYPGNQTTC 


3090 


A 


4627 


611 


LMEAGGGGGALPAGVETMVLTLGESWPVLVGR 

RFLSLSAADGSDGSHDSWDVERVAEWPWLSGTI 

RAVSHTDVTKKDLKVCVEFDGESWRKRRWIEV 

YSLLRRAFLVEHNLVLAERKSPEISERIVQWPAIT 

YKPLLDKAGLGSITSVRFLGDQQRVFLSKDLLKP 

IQDVNSLRLSLTDNQIVSKEFQALIVKHLDESHLL 

KGDKNLVGSEVKT^SLDPSTQWFSATVYNGNPA 

SKTLQVNCEEIPALKrVDPSLIHVEWHDNLVTC 
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SEQ ID 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=>AIanlne OCysteine, D=>Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G=Glycine, H-Hlstldlne, 
Msoleudne, K^Lysine, L=Leucine, M=Methiontne, 
N»Asparagine, PHProline, Q^Glutamlne, R«Arglnine, S=Serlne, 
T«Threonine, V=VaIine, W^Tryptophan, Y=Tyrosine, 
X=Unknown, *«Stop.codon,/«possible nucleotide deletion, 
V=posslbIe nudeotlde insertion 










GNSARIGAVKRKSSENNGTLVSKQAKSCSEASPS 

MCPVQSVPTTVFKEILLGCTAATPPSKDPRQQST 

PQAANSPPNLGAKIPQGCHKQSLPEEISSCLNTKS 

EALRTKPDVCKAGLLSKSSQIGTGDLKILTEPKGS 

CTQPKTNTDQENRLESVPQALTGLPKECLPTKAS 

SKAELEIANPPELQKHLEHAPSPSDVSNAPEVKA 

GVNSDSPNNCSGKKVEPSALACRSQNLKESSVK 

VDNESCCSRSNNKIQNAPSRKSVLTDPAKLKKLQ 

QSGEAFVQDDSCVNIVAQLPKCRECRLDSLRKD 

KEQQKDSPWCRFFHFRELQFNKHGVLRVEGFLT 

PNKYDNEAIGLWLPLTKNVVGDDLDTAKYILANI 

GDHFCQMVISEKEAMSTIEPHRQVAWKRAVKG 

VREMCDVCDTTIFNLHWVCPRCGFGVCVDCYR 

MKRKNCQQGAAYKTFSWLKCVKSQIHEPENLM 

PTQIIPGKALYDVGDIVHSVRAKWGIKANCPCSN 

RQFKLFSKPASKEDLKQTSLAGEKPTLGAVLQQ 

NPSVLEPAAVGGEAASKPAGSMKPACPASTSPLN 

WLADLTSGWNKENKEKQPTMPILKNEIKCLPPL 

PPLSKSSTVLHTFNSTILTPVSNNNSGFLRNLLNSS 

TGKTENGLKNTPOLDDIFASLVQNKTTSDLSKR 

PQGLTIKPSILGFDTPHYWLCDNRLLCLQDPNNK 

SNWNVFRECWKQGQPVMVSGVHHKLNSELWK 

PESFRKEFGEQEVDLVNCRTNEIITGATVGDFWD 

GFEDVPNRLKNEKEPMVLKLKDWPPGEDFRDM 

MPSRFDDIJvlANIPLPEYTRRDGKLNLASRLPNYF 

VRPDLGPKMYNAYGLITPEDRKYGTTNLHLDVS 

DAANVMVYVGIPKGQCEQEEEVLKTIQDGDSDE 

LTTKRFIEGKEKPGALWHIYAAKDTEKIREFLKK 

VSEEQGQENPADHDPIHDQSWYLDRSLRKRLHQ 

EYGVQGWATVQFLGDVVFIPAGAPHQVHNLySC 

IKVAEDFVSPEHVKHCFWLTQEFRYLSQTHTNHE 

DKLQVKNVIYHAVKDAVAMLKASESSFGKP 


3091. 


A 


97 


1838 


KRGARRGGWKRKMPSTDLLMLKAFEPYLEILEV 

YSTICAKNYVNGHCTKYEPWQLIAWSVVWTLLI 

VWGYEFVFQPESLWSRFKKKCFKLTRKMPnGRK 

IQDKLNKTKDDISKNMSFLKVDKEYVKALPSQG 

LSSSAVLEKLKEYSSMDAFWQEGRASGTVYSGE 

EKLTELLVKAYGDFAWSNPLHPDIFPGLRKIEAEI 

VRIACSLFNGGPDSCGCVTSGGTESILMACKAYR 

DLAFEKGIKTPEIVAPQSAHAAFNKAASYFGMKI 

VRVPLTKMMEVDVRAMRRAISRNTAMLVCSTP 

QFPHGXODPVPEVAKLAVKYKIPLHVDACLGGFL 

IVFMEKAGYPLEHPFDFRVKGVTSISADTrlKYGY 

APKGSSLVLYSDKKYRNYQFFVDTDWQGGIYAS 

PTIAGSRPGGISAACWAALMHFGENGYVEATKQI 

IKTARFLKSELENIKGIFVFGNPQLSVIALGSRDFD 

IYRLSNLMTAKGWNLNQLQFPPS3HFCITLLHAR 

KRVAIQFLKDIRESWQMKNPKAKTTGMGAIYG 

MAQTTVDRNMGAELSSVFLDSLYSTDTVTQGSQ 

MNGSPKPH 


3092 


A 


79 


2652 


LCSQNSPEDWVNFSSEKQKRYPWYWTGRKLRSE 

RAMKIQKKLTGCSRLMLLCLSLELLLEAGAGNIH 

YSVPEETDKGSFVGNIAKDLGLQPQELADGGVRI 

VSRGRMPLFALNPRSGSLITARRIDREELCAQSM 

PCLVSFMLVEDKMKLFPVEVEIIDINDNTPQFQL 
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SEQEO 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCystelne, D~As parti c Acid, 
E^GIutemlc Add, ^Phenylalanine, OGlycine, HHHlstldine, 
Inlsolencine, K»Lyslne, L^Leucine, M^Methlonine, 
N^Asparaglne, P=Proline, Q=Glu famine, R=Argintne, S-Serine, 
T=Threonine, V«Valine, W«=Tryptophan, Y»Tyrosine, 
X«l)nknown, *«Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










EEl^FKMNEITTPGTRVSLPFQQDLDVGMNSLQS 

YQLSSNPHFSLDVQQGADGPQHPEMVLQSPLDR 

EEEAVHHLILTASDGGEPVRSGTLRIYIQWDAN 

DNPPAFTQAQYHINVPENVPLGTQLLMVNATDP 

DEGANGEVTYSFHNVDHRVAQIFRLDSYTGEISN 

KEPLDFEEYKMYSMEVQAQDGAGLMAKVKVLI 

KVLDVNDNAPEVTTTSVTTAVPENFPPGTIIALISV 

HDQDSGDNGYTTCFPGNLPFKLEKLVDNYYRL 

VTERTLDRELISGYNITITAIDQGTPALSTETHISL 

LVTDINDNSPVFHQDSYSAYIPENNPRGASIFSVR 

AHDLDSNENAQITYSLffiDTIQGAPLSAYLSINSD 

TGVLYALRSFDYEQFRDMQLKVMARDSGDPPLS 

SNVSLSLFLLDQNDNAPE3LYPALPTDGSTGVEL 

APRSAEPGYLVTKVVAVDRDSGQNAWLSYRLL 

KASEPGLFSVGLHTGEVRTARALLDRDALKQSL 

WAVQDHGQPPLSATVTLTVAVADRIPDILADLG 

SLEPSAKPNDSDLTLYLWAEAAVSCVFLAFVrV 

LLAHRLRRWHKSRLLQASGGGLASTPGSHFVGV 

DGVRAFLQTYSHEVSLTADSRKSHLIFPQPNYAD 

TLISQESCEKKGFLSAPQSLLEDKKEPFSQVNFCD 

ECISYLEKNNS 


3093 


A 


1 


3868 


PPDNQKLGLLEALLKIGDWQHAQNIMDQMPPYY 

AASHKLIALAICKLIHITIEPLYRSVTSWAVDHAG 

FLESDPCDSTVGHLLSRVGVPKGAKGSPVNALQ 

NKRAPKQAESFEDLRRDVFNMFCYLGPHLSHDPI 

LFAKWRIGKSFMKEFQSDGSKQEDKEKTEVILS 

CLLSITDQVLLPSLSLMDCNACMSEELWGMFKT 

FPYQHRYRLYGQWKNETYNSHPLLVKVKAQTID 

RAKYIMKRLTKENVKPSGRQIGKLSHSNPmFD 

YVCFEILSQIQKYDNLITPWDSLKYLTSLNYDVL 

ACILSNCIIEALAKPEKERMKHDDTTISSWLQSLA 

SFCGAVFRKYPIDLAGLLQYVANQLKAGKSFDL 

LILKEVVQKMAGIEITEEMTMEQLEANrrGGEQL 

KAEGGYFGQIRNTKKSSQRLKDALLDHDLALPL 

CLLMAQQRNGVIFQEGGEKHLKLVGKLYDQCH 

DTLVQFGGFLASNLSTEDYlKIlVPSmVLa^EFHT 

PHDAAFFLSRPMYAHfflSSKYDELKKSEKGSKQ 

QHKVHKYITSCEMVMAPVHEAWSLHVSKVWD 

DISPQFYATFWSLTMYDLAVPHTSYEREVNKLK 

VQMKAIDDNQEMPPMCKKKEKERCTALQDKLL 

EEEKKQMEHVQRVLQRLKLEKDNWIXAKSTKN 

ETITKFLQLCIFPRCIFSAIDAVYCARFVELVHQQ 

KTPNFSTLLCYDRVFSDIIYTVASCTENEASRYGR 

FLCCMLETVTRWHSDRATYEKECGNYPGFLTIL 

RATGFDGGNKADQUDYENFRHVVHKWHYKLT 

KASYHCLETGEYTH1RMLIVLTKILPWYPKVLNL 

GQALERRVHKICQEEKEKRPDLYALAMGYSGQL 

KSRKSYMIPENEFHHKDPPPRNAVASVQNGPGG 

GPSSSSIGSASKSDESSTEETDKSRERSQCGVKAV 

NKASSTIPKGNSSNGNSGSNSNKAVKENDKEKG 

KEKEKEKKEKTPATTPEARVLGKDGKEKPKEER 

PNKDEKARETKERTPKSDKEKEKFKKEEKAKDE 

KFKTTVPNAESKSTQERERJEKEPSRERDIAKEMK 

SKENVKGGEKTPVSGSLKSPVPRSDIPEPEREQKR 

RKIDTHPSPSHSSTVKDSLIELKESSAKLYINHTPP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A»ALanine OCysteine, D^Aspartlc Add, 
E=Glutamic Acid, ^Phenylalanine, Glycine, H-Histidine, 
Wsoleucine, K-Lysine, L=Lcucine, M«Methionine, 
N»Asparagine, PHProIine, Q=G]utamine, R»Arginine, S=Serine, 
T=a"hreoninc, V«Valine, W=Tryptopban, Y=Tyrosine, 
X»Unknown, *=Stop codon, /^possible nucleotide deletion, 
V=possibIe nucleotide insertion 










PLSKSKEREMDKKDLDKSRERSREREKKDEKDR 

KERKRDHSNKDREVPPDLTKRRKEENGTMGVSK 

HKSESPCESPYPNEKDKEKNKSKSSGKEKGSDSF 

KSEKMDKISSGGKKESRHDKEKIEKKEKRDSSGG 

KEEKKHHKSSDKHR 


3094 


A 


2 


891 


AMLGTREPSRRGAGAVQABVSERLAMAGPQQQ 

PPYLHLAELTASQFLEIWKHFDADGNGYIEGKEL 

ENFFQELEKARKGSGMMSKSDNFGEKMKEFMQ 

KYDKNSDGKIEMAELAQILPTEENFLLCFRQHVG 

SSAEFMEAWRKYDTDRSGYIEANELKGFLSDLL 

KKANRPYDEPKLQEYTQTILRMFDLNGDGKLGL 

SEMSRLLPVQENFLLKFQGMKXTSEEFNAIFTFY 

DKDRSGYIDEHELDALIJECDLYEKNKKEMNIQQL 

TNYRKSVMSLAEAGKLYRKDLEIVLCSEPPM 


3095 


A 


1685 


700 


RRPTGRPGALGAPAAGRVGMPLHVKWPFPAVPP 

LTWTLASSVVMGLVGTYSCFWTKYMNHLTVHN 

REVLYELIEKRGPATPLITVSNHQSCMDDPHLWG 

ILKLRHIWNLKLMRWTPAAADICFTKELHSHFFS 

LGKCVPVCRGAEFFQAENEGKGVLDTGRHMPG 

AGKRREKGDGVYQKGMDFELEKLNHGDWVHIF 

PEGKVNMSSEFLRFKWGIGRLIAECHLNPIILPLW 

HVGMNDVLPNSPPYFPRFGQKITVLIGKPFSALP 

VLERLRAENKSAVEMRKALTDFIQEEFQHLKTQ 

AEQLHNHLQAWEIGLACCLLDSWPAQSWG 


3096 


A 


6642 


4022 


FVPGLREPQWEPAQPSATMSAPSEEEEYARLVM 

EAQPEWLRAE VKRLSHELAETTREKIQAAEY GL 

AVLEEKHQLKLQFEELEVDYEAIRSEMEQLKEAF 

GQAHTOHKKVAADGESREESLIQESASKEQYYV 

RKVLELQTELKQLRNVLTNTQSENERLASVAQE 

LKEINQNVEIQRGRLRDDIKEYKFREARLLQDYS 

ELEEENISLQKQVSVLRQNQVEFEGLKHEIKRLE 

EETEYLNSQLEDAIRLKEISERQLEEALETLKTER 

EQKNSLRKELSHYMSINDSFYTSHLHVSLDGLKF 

SDDAAEPNNDAEALVNGFEHGGLAKLPLDNKTS 

TPKKEGLAPPSPSLVSDLLSELNISEIQKLKQQLM 

QMEREKAGLLATLQDTQKQLEHTRGSLSEQQEK 

VTRLTENLSALRRLQASKERQTALDNEKDRDSH 

EDGDYYEVDINGPEILACKYHVAVAEAGELREQ 

LKALRSTHEAREAQHAEEKGRYEAEGQALTEKV 

SLLEKASRQDRELLARLEKELKKVSDVAGETQG 

SLSVAQDELVTFSEELANLYHHVCMCNNETPNR 

VMLDYYREGQGGAGRTSPGGRTSPEARGRRSPI 

LLPKGLLAPEAGRADGGTGDSSPSPGSSLPSPLSD 

PRREPMNIYNLIAIIRDQIKHLQAAVDRTTELSRQ 

RLASQELGPAVDKDKEALMEEEJCLKSLLSTKRE 

QITTLRTVLKANKQTAEVALANLKSKYENEKAM 

VTETMMKLRNELKALFCEDAATFSSLRAMFATRC 

DEYITQLDEMQRQLAAAEDEKKTLNSLLRMAIQ 

QKLALTQRLELLELDHEQTRRGRAKAAPKTKPA 

TPSVSHTCACASDRAEGTGLANQVFCSEKHSIYC 

D 


3097 


A 


1 


879 


MVKWPATRGNLPRSQLTGTHQHCQPREPKITA 
SERLRRRPRATARLRAHAAPPEPPLAVFAPPSDR 
KELLALPVACDPVIASVMSWVQAASLIQGPGDK 
GDVFDEEADESLLAQREWQSNMQRRVKEGYRD 
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SEQtD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OQysteine, D=Aspartic Add, 
E=GIutamic Add, ^Phenylalanine, OGlycine, H«Hlstidine, 
Nlsoleucine, K=Lysine, L"Leucine, M=Methionine, 
N«Asparagine, P^ProIine, Q=Glutaralne, R=Arginine, S^Serine, 
T"=Threonine, V«VaIine, W=Tryptophan, Y^rosine, 
X«Unknown, *=Stop codon, /^possible nadeotide deletion, 
\=possible nudeotide insertion 










GIDAGKAVTLQQGFNQGYKKGAEVILNYGRLRG 
TLSALLSWCHLHNNNSTLINKINNLLDAVGQCEE 
YVLKHLKSITPPSHWDLLDSIEDMDLCHVVPAE 
KKIDEAKDERLCENNAEFNKNCSKSHSGIDCSYV 
ECCRTQEHAHSGKPKPHMDFGTDSQF 


3098 


A 


2 


505 


GAATLIJISASSAARKAAEAEQVWLHLHRYLSA 

DRRVLGLREWGRPASERECSLCQRLKRELNMGD 

VEKGKKIFIMKCSQCHTN^KGGKHKTGPNLHGL 

FGRKTGQAPGYSYTAANKNKGEWGEDTLMEYL 

ENPKKYPGTKMIFVGIKK^ 

NE 


3099 


A 


144 


1386 


WAVGQARSFPSHPRMSSWIWSRRWSPSVALRVT 

CTSTSSQRWTVLALSKPGSQQQVSMHTPAPGPPT 

AGHTEPPSEPPRRARVAKYRAKFDPRVTAKYDDC 

ALIGRGSFSRVVRVEHRATRQPYAIKMIETKYRE 

GREVCESELRVLRRVRHAMIQLVEVFETQERVY 

MVMEIATGGELFDRDAKGSFTERDATRVLOMV 

LDGWYLHALGITHRDLKPENLLYYHPGTDSKin 

TDFGLASARKKGDDCLMKTTCGTPEYIAPEVLV 

RKPYTNSVDMWALGVIAYILLSGTMPFEDDNRT 

RLYRQILRGKYSYSGEPWPSVSNLAKDFIDRLLT 

VDPGARMTALQALRHPWVVSMAASSSMKNLHR 

SISQNLLKRASSRCQSTKSAQSTRSSRSTRSNKSR 

RVRERELREL 


3100 


A t 


3 


1500 


ARWNGRWVQVPAWPGPGCGTNASGERQRQLPR 

AWRPVGRTLGSEPIALAWSPPLYLFPIPLPSWAVS 

QPTPTLGTMFADLDYDffiEDKLGIPTVPGKVTLQ 

KDAQNLIGISIGGGAQYCPCLYIVQVFDNTPAAL 

DGTVAAGDEITGVNGRSIKGKTKVEVAKMIQEV 

KGEVTIHYNKLQADPKQGMSLDIVLKKVKHRLV 

ENMSSGTADALGLSRAILCNDGLVKRLEELERTA 

ELYKGMTEHTKNLLRAFYELSOTrlRGNGIPOSC 

AFGDVFSVIGVREPQPAASEAFVKFADAHRSIEK 

FGIRLLKTIKPMLTDLNTYLNKAIPDTRLTIKKYL 

DVKFEYLSYCLKVKEMDDEEYSCIALGEPLYRV 

STGNYEYRLILRCRQEARARFSQMRKDVLEKME 

LLDQKHVQDIVFQLQRLVSTMSKYYNDCYAVLR 

DADVFPIEVDLAHTTLAYGLNQEEFTDGEEEEEE 

EDTAAGEPSRDTRGAAGPLDKGGSWCDS 


3101 


A 


1173 


197 


QGMDSKQQCVKLNDGHFMPVLGFGTYAPPEVP 

RSKALEVTKLAIEAGFRHIDSAHLYNNEEQVGLA 

IRSKIADGSVKREDIFYTSKLWSTFHRPELVRPAL 

ENSLKKAQLDYVDLYLIHSPMSLKPGEELSPTDE 

NGKWDIVDLCTTWEAMEKCKDAGLAKSIGVS 

NFNRRQLEMILNKPGLKYKPVCNQVECHPYFNR 

SKLLDFCKSKDIVLVAYSALGSQRDKRWVDPNS 

PVLLEDPVLCALAKKHKRTPALIALRYQLQRGV 

VVIJVKSY1SIEQRIRQNVQVFEFQLTAEDMKAIDG 

LDRNLHYFNSDSFASHPNYPYSDEY 


3102 


A 


144 


1098 


EQPRPPPCGRRPLPLGSAPCRVRLGRAPRQAPAM 

SMLPSFGFTQEQVACVCEVLQQGGNLERLGRFL 

WSLPACDHIJIKNESVLKAKAVVAFHRGNFREL 

YKILESHQFSPHNHPKLQQLWLKAHYVEAEKLR 

GRPLGAVGKYRVRQKFPLPRHWDGEETSYCFK 

EKSRGVLREWYAHNPYPSPREKRELAEATGLTT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D-Aspartic Acid, 
E=Glutomlc Acid, F-Phenylalanlne, &=Glyclne, ENHlstidine, 
Msoleucine, KHLysine, L=Leuclne, M»Metblonine, 
N-Asparngine, P-Proline, Q=Glutamine, R^Arginine, S=Serine, 
T=Threonine, V=VaIine, W^ryptophan, Y-Tjrosine, 
X°Unknown, *«Stop codon, possible nucleotide deletion, 
possible nucleotide insertion 










TQVSNWFKNRRQRDRAAEAKERENTENNNSSSN 
KQNQLSPLBGGKFLMSSSEEEFSPPQSPDQNSVLL 
LQGNMGHARSSNYSLPGLTASQPSHGLQTHQHQ 
LQDSLLGPLTSSLVDLGS 


3103 


A 


111 


1582 


LVYSWGCHIMADNDTDRNQTEKLLKRVRELEQ 

EVQRIXKEQAKNKEDSNIRENSSGAGKTKRAFD 

FSAHGRRHVAIJUAYMGWGYQGFASQENTNNTI 

EEKLFEALTKTRLVESRQTSNYHRCGRTDKGVS 

AFGQVISLDLRSQFPRGRDSEDFNVKEEANAAAE 

EIRYTHILNRVLPPDIRILAWAPVEPSFSARFSCLE 

RTYRYFFPRADLDIWMDYAAQKYVGTHDFRNL 

OKMDVANGVINFQRTILSAQVQLVGQSPGEGRW 

QEPFQLCQFEVTGQAFLYHQVRCMMAILFLIGQ 

GMEKPEITOELLNIEKNPQKPQYSMAVEFPLVLY 

DCKFENVKWIYDQEAQEFNITHLQQLWANHAV 

KTHMLYSMLQGLDTVPVPCGIGPKMDGMTEWG 

NVKPSVIKQTSAFSTEGVKMRTYKPLMDRPKCQG 

LESRIQHFVRRGRIEHPHLFIIEEETKAKRDCNDT 

LEEDNTNLETPTICRVCVDTEIKSII 


3104 


A 


227 


1519 


VTLIKMNAMLETPELPAVFDGVKLAAVAAVLYV 

IVRCLNLKSPTAPPDLYFQDSGLSRFLLKSCPLLT 

KEYIPPLIWGKSGHIQTALYGKMGRVRSPHPYGH 

RKFITMSDGATSTFDLFEPLAEHCVGDDITMVICP 

GIANHSEKQYIRTFVDYAQKNGYRCAVLNHLGA 

LPNIELTSPRMFTYGCTWEFGAMVNYIKKTYPLT 

QLVWGFSLGGNIVCKYLGETQANQEKVLCCVS 

VCQGYSALRAQETFMQWDQCRRFYNFLMADN 

MKKIILSHRQALFGDHVKKPQSLEDTDLSRLYTA 

TSLMQIDDNVMRKFHGYNSLKEYYEEESCMRYL 

HRIYVPLMLVNAADDPLVHESLLHPKSLSEKRE 

NVMFVLPLHGGHLGFFEGSVLFPEPLTWMDKLV 

VEYANAICQWERNKLQCSDTEQVEADLE 


3105 

• 


A 


1 


1251 


MGLLLMILASAVLGSFLTLLAQFFLLYRRQPEPP 

ADEAARAGEGFRYIKPVPGLLLREYLYGGGRDE 

EPSGAAPEGGATPTAAPETPAPPTRETCYFLNATI 

LFLFRELRDTALTRRWTKKJKVEFEELLQTKTA 

GRLLEGLSLRDVFLGETVPFIKTIRLVRPWTSAT 

GEPDGPEGEALPAACPEELAFEAEVEYNGGFHLA 

IDVDLVFGKSAYLFVKLSRWGRLRLVFTRVPFT 

HWFFSFVEDPLIDFEVRSQFEGRPMPQLTSIIVNQ 

LKKIIKRKinLPNYKIRFKPFFPYQTLQGFEEDEE 

HIHIQQWALTEGRLKVTLLECSRLLIFGSYDREA 

NVHCTLELSSSVWEEKQRSSIKTGTISLTAVFMG 

WHRVSEAFPGLWYKLLVDLPFWGLEDGGPLLT 

VPLRQCPG 


3106 


A 


972 


468 


MAAAGAGRLRRVASALLLRSPRLPARELSAPAR 

LYHKKVVDHYENPKhTVGSIJDKTSKNVGTGLVG 

APACGDVMKLQIQVDEKGKIVDARFKTFGCGSA 

1ASSSLATEWVKGKTVEEALTIKNTDIAKELCLPP 

VKLHCSMLAEDAIKAALADYKLKQEPKKGEAE 

KK 


3107 


A 


106 


1221 


TCQDVRSVFSLVRANIFGEESTAGAGWHREEDM 
RKELQLSLSVTLLLVCGFLYQFTLKSSCLFCLPSF 
KSHQGLEALLSHRRGIVFLETSERMEPPHLVSCS 
VESAAKIYPEWPVVFFMKGLTDSTPMPSNSTYPA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

seqnence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D=Aspartic Add, 
£=Glutamic Add, F=Pbeny1alanine, G«=Glydne, H>=Histidlne, 
I«Isoleudne, K«Lysine, L^Leudne, M=Methionine, 
N^Asparagine^P^Prollne, Q=GlutamIne, R-Arginine, S-Serine, 
T«Threonine, V^Valine, W=>Tryptophan, Y^Tyrosine, 
X^Unknown, *«Stop codon, /possible nucleotide ddetion, 
V=possible nudeoa'de insertion 










FSFLSAIDNVFLFPLDMKRLLEDTPLFSWYNQINA 

SAEI^WLHISSDASRIAnWKYGGIYMDTDVISIR 

PffEENFLAAQASRYSSNGIFGFLPHHPFLWECME 

NF\^HYNSAIWGNQGPELMTOMLRVWCKLEDF 

QEVSDLRCLNISFLHPQRFYPISYREWRRYYEVW 

DTEPSFNVSYALHLWNHMNQEGRAVIRGSNTLV 

ENLYRKHCPRTYRDLIKGPEGSVTGELGPGNK 


3108 


A 


1612 


839 


EVALFCFEMAAGMYLEHYLDSIENLPFELQRNFQ 

LMRDLDQRTEDLKAEIDKLATEYMSSARSLSSEE 

KLALLKQIQEAYGKCKEFGDDKVQLAMQTYEM 

VDKHIRRLDTDLARFEADLKEKQIESSDYDSSSS 

KGKKKGRTQKEKKAARARSKGKNSDEEAPKTA 

QKKLKLVRTSPEYGMPSVTFGSVHPSDVLDMPV 

DPNEPTYCLCHQVSYGEMIGCDNPDCSIEWFHFA 

CVQLTTKPRGKWFCPRCSQERKKK 


3109 


A 


1 


2613 


MVAVRAAGPREGASQDEAGTVWAPMTGCPCQC 

RPGPSWLLVDTLEPETAYPVQRPGPEQAGNQRL . 

QMKRAQFGPHDWLSLPVPPGPSWLLVDTLEPET 

AYQFSVLAQNKLGTSAFSEVVTVNTLAFP1TTPEP 

LVLVTPPRCLIANRTQQGVLLSWLPPAMiSFPIDR 

YIMEFRVAERWELLDDGIPGTEGEFFAKDLSQDT 

WYEFRVLAVMQDLISEPSNIAGVSSTDIFPQPDLT 

EDGLARPVLAGIVATICFLAAAILFSTLAACFVNK 

QRKRKLKRKKDPPLSITHCRKSLESPLSSGKVSPE 

SIRTLRAPSESSDDQGQPAAKRMLSPTREBCELSL 

YKKTKRAISSKKYSVAKAEAEAEATTP1ELISRGP 

DGRFVMDPAEMEPSLKSRRIEGFPFAEETDMYPE 

FRQSDEENEDPLVPTSVAALKSQLTPLSSSQESYL 

PPPAYSPRFQPRGLEGPGGLEGRLQATGQARPPA 

PRPFHHGQYYGYLSSSSPGEVEPPPFYVPEVGSPL 

SSVMSSPPLPTEGPFGHPTIPEENGENASNSTLPLT 

QTPTGGRSPEPWGFPEFPFGGLETPAMMFPHQLP 

PCDVPESLQPKAGLPRGLPPTSLQVPAAYPGILSL 

EAPKGWAGKSPGRGPVPAPPAAKWQDRPMQPL 

VSQGQLRHTSQGMGIPVLPYPEPAEPGAHGGPST 

FGLDTRWYEPQPRPRPSPRQARRAEPSLHQWLQ 

PSRLSPLTQSPLSSRTGSPELAARARPRPGLLQQA 

EMSEITLQPPAAVSFSRKSTPSTGSPSQSSRSGSPS 

YRPAMGFTTLATGYPSPPPGPAPAGPGDSLDVFG 

QTPSPRRTGEEliRPETPPPTLPTLGKLRRDRPAP 

ATSPPERALSKL 


3110 


A 


88 


924 


ILGSRTMSLTNTKTGFSVKDILDLPDTNDEEGSV 

AEGPEEENEGPEPAKRAGPLGOGALDAVOSLPL 

KNPFYDSSDNPYTRWLASTEGLQYSLHGLAAGA 

PPQDSSSKSPEPSADESPDNDKETPGGGGDAGKK 

RKRRVLFSKAQTYELERRFRQQRYLSAPEREHLA 

SLIRLTFTOVKIWFONHRYKMKRARAEKGMEVT 

PLPSPRRVAVPVLVRDGKPCHALKAQDLAAATF 

QAGIPFSAYSAQSLQHMQYNAQYSSASTPQYPT 

AHPLVQAQQWTW 


3111 


A 


595 


291 


PSVASLARRFSGRALWPPSHSVPGNRALCPRLLH 
GTTLPGGNQRELARQKNMKKQSDSVKGKRRDD 
GLSAAARKQRDSTPRDSEIMQQKQKKANEKKEE 
PK 


3112 


A 


3641 


1555 


APMLQIHHFSFKLIFQNIHKSKFISQRLSQNADST ~" 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue or 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D=Aspartic Acid, 
E-Glutamlc Add, ^Phenylalanine, G»Glydne, H^Histidine, 
I=Isoleucine, KpLysine, LHLeudne, M«Metfaionhie, 
N=Asparagine, P^Proline, Q=Glutamine, R»Arginlne, S=Serine, 
T=ThreonIne, V=»Valine, W=OTryptophan, Y=Tyrosine, 
X^Unknown, *-Stop codon, /-possible nucleotide deletion, 
\=possible nudeotlde insertion 










lvHTNLSNTHYSDUVW*^^^ 

CHFAQEREGSGDLCNSRAEKTKSAACVIFRRFPV 

APLIPYPLITKEDINAIEMEEDKRDLISREISKFRDT 

HKKLEEEKGKKEKERQELEKERRERERERERERE 

RREREREREREREREKEKERERERERDRDRDRTK 

ERDRDRDRERDRDRDRERSSDRNKDRSRSREKS 

RDRERERERERERERERERERERERERERERERE 

REREKDKKRDREEDEEDAYERRKLERKLREKEA 

AYQERIJaWEIRERKKTREYEKEAEREEERRRE 

MAKEAKRLKEFLEDYDDDRDDPKYYRGSALQK 

RLRDREKEMEADERDRKREKEELEEIRQRLLAE 

GHPDPDAELQRMEQEAERRRQPQIKQEPESEEEE 

APSVSSASGNATPNTPGDESPCGIIIPHENSPDQQ 

QPEEHRPKIGLSLKLGASNSPGQPNSVKRKKLPV 

DSVFNKFEDEDSDDVPRKRKLVPLDYGEDDKNA 

TKGTVNTEEKRKHIKSLIEKIPTAKPELFAYPLDW 

SIVDSBUMEIOURPWINKKnEYIGEEEATLW 

SKVMAHSPPQS1LDDVAMVLDEEAEVFIVKMWR 

T T tvptc A wim \nr 
LiLil i H 1 Ji/VisJvIOJL Vis. 


3113 


A 


1 


669 


VCAGIRDPCSTPLAKPAAGGAENLSFGKQPGLET 
NILKMTTPNKTPPGADPKQLERTGTVREIGSQAV 
WSLSSCKPGFGVDQLRDDNLETYWQSDGSQPHL 
VMQFRRKTTVKTLCIYADYKSDESYTPSKISVRV 
GNNFHNLQEIRQLELVEPSGWIHVPLTDNHKKPT 
RTFMQIAVLANHQNGRDTHMRQIKIYTPVEESSI 
GKFPRCTTIDFMMYRSIR 


3114 


A 


1 


1613 


MTSKEESRRQQPTAGPAGQGKLPSPSEPQLPTPP 

TRSLHHFRRPLSPSREAQAHIAPSSELHLPQSQSA 

GPPPLGAGTEVELWPGRDEGSRGALPGSSGVKF 

VWRKWRr^VSDQVRTLSISPXMRRLLEMMQTL 

VQFHGWRSLLGRTLGTININTMYVMMAQ 

IJKATVIPNRVKMLPYFGnRNRMMSTrlKSKKKI 

REYYRLLNVEEGCSADEVRESFHKLAKQYHPDS 

GSOTADSATFnOEKAYRKVLSHVmQTNASQSK 

KJ&cjiEU v cjsjr iv i Jvl r^jnJvri x ivoriiulijr \j I rl 

EKHYRQFRADRAAEQVMEYQKQKLQSQYFPDS 

YIVKNIRQSKQQKITQAIERLVEDLIQESMAKGDF 

DNLSGKGKPIiCKFSDCSYIDPMTHNLNRE-IDNG 

YQPEWILKQKEISDTIEQLREAILVSRKKLGNPMT 

PTEKKQWNHVCEQFQENIRKLNKRINDFNLIVPI 

LTRQKVHFDAQKEIYRAQKIYETLIICTKEVTDRN 

PNNLDQGEGEKTPEKKGFLNLMDLVEIY 


3115 


A 


1 


2036 


FRHRCGCLSYCRSRRGIRRVEPLRRARARVGPRF 

RPLCRMEDRSNFKSNLHKVYQAIEEADFFAIDGE 

FSGISDGPSVSALTNGFDTPEERYQKLKKHSMDF 

LLFQFGLCTFKYDYTDSKYITKSFNFYVFPKPFNR 

SSPDVKFVCOSSSIDFLASOGFDFNKGFRKniPYT 

NQEEERQLREQYDEKRSQANGAGALSYVSPNTS 

KCPVTIPEDQICJCI^QVVEK^^ 

EPCTGFQRKLIYQTLSWKYPKGIHVETLETEKKE 

RYlVISKVDEEEllIClllvEQQKHAKEQEELNDAVG 

FSRVIHAIANSGKLVIGHNMLLDVMHTVHQFYC 

PLPADLSEFKEMTTCVFPRlXDTKIJvIASTQPl^ 

ENNTSLAEI^KRLKETPIWPKVESAEGFPSTO 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^Alanlne OCystdne, D=Aspartic Add, 
£»Glutamic Add, ^Phenylalanine, G=GIycine, H«Histidine, 
I-Isoleucine, K=Lysine, L=Leudne, Itf-Methionine, 
N»Asparagine, P«Proline, Q=Glutamine, R»Arginlne, S=Serine, 
T«Threonine, V^Valine, \V~Tryptophan, Y=Oyrosine, 
X=Unknown, *=Stop codon, ^possible nudeotide deletion, 
\«possible nudeotide insertion 










ASEQLHEAGYDAYITGLCFISMANYLGSFLSPPKI 

HVSARSKLIEPFFNKLFLMRVMDIPYLNLEGPDL 

QPKRDHVLHVTFPKEWKTSDLYQLFSAFGNIQIS 

WIDDTSAFVSLSQPEQVKIAVNTSKYAESYRIQT 

YAEYMGRKQEEKQEKRKWTEDSWKEADSKRLN 

PQCPYTLQNHYYRNNSFTAPSTVGBCRNLSPSQE 

EAGLEDGVSGEISDTELEQTDSCAEPLSEGRKKA 

KKLKRMKKELSPAGSISKNSPATLFEVPDTW 


3116 


A 


3 


1443 


TREAPMALAVAPWGRQWEEARALGRAVRMLQ 

RLEEQCVDPR]LSVSPPSLRDLLPRTAQLLREVAH 

SRRAAGGGGPGGPGGSGDFLLIYLA^ILEAKSRQ 

VAALLPPRGRRSANDELFRAGSRLRRQLAKLAII 

FSHMHAELHA1JFPGGKYCGHMYQL1KAPAHTF 

WRESCGARCVLPWAEFESLLGTCHPVEPGCTAL 

ALRTTIDLTCSGHVSIFEFDVFTRLFQPWPTLLKN 

WQLLAVNHPGYMAFLTYDEVQERLQACRDKPG 

SYIFRPSCTRLGQWAIGWSSDGSILQTIPANKPLS 

QVLLEGQKDGFYLYPDGKTHNPDLTELGQAEPQ 

QRIHVSEEQLQLYWAMDSTFELCKICAESNKDV 

KIEPCGHLLCSCCLAAWQHSDSQTCPFCRCEIKG 

WEAVSIYQFHGQATAEDSGNSSDQEGRELELGQ 

VPLSAPPLPPRPDLPPRKPRNAQPKVRLLKGNSPP 

AALGPQDPAPA 


3117 


A 


296 


3547 


ERHSSPLLQHILTHALMRNKKHSNNWLAQHWF 

QSSIILCFSPVGRTLRVRARKFPAIVNCTAIDWFH 

A WPQEALVS VSRRFIEETKGIEPVHKD SISLFMAH 

VHTTVNEMSTRYYQNERRHNYTTPKSFLEQISLF 

KNLLKKKQNEVSEKKERLVNGIQKLKTTASQVG 

DLKARLASQEAELQLRNHDAEALITK1GLQTEKV 

SREKTIADAEERKVTAIQTEVFQKQRECEADLLK 

AEPALVAATAALNTLNRVNLSELKAFPNPPIAVT 

NVTAAVMVLLAPRGRVPKDRSWKAAKWMGK 

VDDFLQALINYDKEHIPENCLKVVNEHYLKDPEF 

NPNLIRTKSFAAAGLCAWVINnKFYEVYCDVEP 

KRQA1AQAM.ELAAATEKLEAIRKKLVVSANYD 

IEKSEKIRWGQSKSFEAQEKTLCGDVLLTAAFVS 

YVGPFTRQYRQELVHCKWVPFLQQKVSIPLTEG 

LDLISMLTDDATIAAWNNEGLPSDRMSTENAAIL 

THCERWPLVmPQQQGIKWIKNKYGMDLKVTHL 

GQKGFLNAIETALAFGDVILIENLEETIDPVLDPL 

LGRNTIKKGKYIRIGDKECEFhOCNFRLILHTKLAN 

PHYKPELQAQTTLLNFTVTEDGLEAQLLAEVVSI 

ERPDLEKLKLVLTKHQNDFKIELKYLEDDLLLRL 

SAAEGSFLDDTKLVERLEATKTTVAEIEHKVEEA 

KENERKINEARECYRPVAARASLLYFVINDLQKI 

NPLYQFSLKAFNVLFHRAIEQADKVEDMQGRISI 

LMESITHAVFLYTSQALFEKDKLTFLSQMAFQIL 

LRKKEIDPLELDFLLRFTVEHTHLSPVDFLTSQSW 

SAIKAIAVMEEFRGIDRDVEGSAKQWRKWVESE 

CPEKEKLPQEWKKKSLIQKLILLRAMRPDRMTY 

ALRNFVEEKLGAKYVERTRLDLVKAFEESSPATP 

IFFILSPGVDALKDLEE.GKRLGFTroSGKFHNVSL 

GQGQETVAEVALEKASKGGHWVILQNVHLVAK 

WLGTLEKLLERFSQGSHRDYRVFMSAESAPTPD 

EHnPQGLLENSIKITNEPPTGMLANLHAALYNFD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D=Aspartic Add, 
E«Glutamic Acid, ^Phenylalanine, OGlycIne, H™Hlstidine, 
I«Isoleudne, K«Lysine, IyLeudne, M=Methionine, 
N=Asparaglne, P»Proline, Q=Glutamine, R=ArgInine t S=Serine, 
T=Threonine, V»Vallne, W^Tryptophan, Y^Tyrosine, 
X«Unknown, *=Srop codon, ^possible nucleotide deletion, 
V=possibIe nucleotide insertion 










Q 


3118 


A 


1 


226 


PYSLSTSCLGSPTSPRLEMDPNCSCATGGSCTCTG 
SCKCKECKCNSCKKSECGAISRNLGLSQVRGRKP 
ELGMEE 


3119 


A 


1254 


4133 


PLATLTMEEQGHSEMEIIPSESHPfflQLLKSNREL 

LVTHIRNrQCLVDNLIJKNDYFSAEDAE 

QPDKVRKILDLVQSKGEEVSEFFLYLLQQLADAY 

VDLRPWLLEIGFSPSLLTQSKVVVNTDPVSRYTQ 

QLRHHLGRDSKFVLCYAQKEELLLEEIYMDTIME 

LVGFSNESLGSLNSLACLLDHTTGILNEQGETIFIL 

GDAGVGKSMLLQRLQSLWATGRLDAGVKFFFH 

FRCRMFSCFKESDRLCLQDLLFKHYCYPERDPEE 

VFAFLLRFPHVALFTFDGLDELHSDLDLSRVPDS 

SCPWEPAHPLVLLANLLSGKLLKGASKLLTART 

GIEVPRQFLRKKVLLRGFSPSHLRAYARRMFPER 

ALQDRLLSQLEANPNLCSLCSVPLFCWIIFRCFQH 

FRAAFEGSPQLPDCTMTLTDVFLLVTEVHLNRM 

QPSSLVQRNTRSPVETLHAGRDTLCSLGQVAHR 

GMEKSLFVFTQEEVQASGLQERDMQLGFLRALP 

ELGPGGDQQSYEFFHLTLQAFFTAFFLVLDDRVG 

TQELLRFFQEWMPPAGAATTSCYPPFLPFQCLQG 

SGPAREDLFKNKDHFQFTNLFLCGLLSKAKQKLL 

RHLVPAAALRRKRKALWAHLFSSLRGYLNSLPR 

VQVESFNQVQAMPTFIWMLRCIYETQSQKVGQL 

AARGICANYLKLTYCNACSADCSALSFVLHHFP 

KRLALDLDNNNLNDYGVRELQPCFSRLTVLRLS 

VNQ1TDGGVKVLSEELTKYKIVTYLGLYNNQ1TD 

VGARYVTBQLDECKGLTHLKLGKNKJTSEGGKY 

LALAVKNSKSISEVGMWGNQVGDEGAKAFAEA 

LRNHPSLTTLSLASNGISTEGGKSLARALQQNTSL 

EILWLTQNELNDEVAESIABMLKVNQTLKHLWL 

IQNQITAKGTAQLADALQSNTGITEICLNGNLIKP 

EEAKVYEDEKRHCF 


3120 


A 


43 


1004 


QLWGFAAGSDSRPAMGCDGGTEPKRHELVKGPK 

KVEKVDKDAELVAQWNYCTLSQEILRRPIVACE 

LGRLYNKDAVIEFLLDKSAEBCALGKAASHIKSIK 

NVTELKLSDNPAWEGDKGNTKGDKHDDLQRAR 

FICPWGLEMNGRHRFCFLRCCGCVFSERALKEI 

KAEVCHTCGAAFQEDDVTVLNGTKEDVDVLKTR 

MEERRLRAKLEKKTKKPKAAESVSKPDVSEEAP 

GPSKVKTGKPEEASLDSREKKTNLAPKSTAMNE 

SSSGKAGKPPCGATKRSIADSEESEAYKSLFTTHS 

SAKRSKEESAHWVTHTSYCF 


3121 


A 


3 


1490 


HASGPTRPVSWSFHKLKTMKHLLLLLLCVFLVK 

SQGVNDNEEGFFSARGHRPLDKKREEAPSLRPAP 

PPISGGGYRARPAKAAATQKKVERKAPDAGGCL 

HADPDLGVLCPTGCQLQEALLQQERPIRNSVDEL 

NNNVEAVSQTSSSSFQYMYLLKDLWQKRQKQV 

KDNENVVNEYSSELEKHQLYIDETVNSNIPTNLR 

VLRSELENLRSKIQKLESDVSAQMEYCRTPCTVS 

CNIPWSGKECEEIIRKGGETSEMYLIQPDSSVKP 

YRVYCDMNTENGGWTVIQNRQDGSVDFGRKW 

DPYKQGFGNVATOTDGKNYCGLPGEYWLGNDK 

ISQLTRMGPTELLffiMEDWKGDKVKAHYGGFTV 

Q>nEANKYQISVNKYRGTAGNALMDGASQLMGE 
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SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Acid, 
E=Glutamlc Acid, F<=PhenyIalanine, (^Glycine, H»Histldine, 
I=Isoleucine, K»Lysine, L=Lcudne, M^Methionine, 
N=AsparagIne, PHProIine, Q^Glutamine, R=Arginine f S=Serine, 
•^Threonine, V^Valine, W*=Tryptophan, Y-Tyrosine, 
X-Unknown, * cs Stop codon, Aspossible nucleotide deletion, 
^possible nucleotide insertion 










NRTMTIHNGMFFSTYDRDNDGWLTSDPRKQCSK 
EDGGGWWYNRCHAANPNGRYYWGGQYTWDM 
AKHGTDDGWWMNWKGSWYSMKKMSMKIRP 
FFPQQ 


3122 


A 


3 


1490 


HASGPTRPVSWSFHKIXTMKHLLLLLLCVFLVK 

SQGVNDNEEGFFSARGHRPLDKKREEAPSLRPAP 

PPISGGGYRARPAKAAATQKKVERKAPDAGGCL 

HADPDLGVLCPTGCQLQEALLQQERPIRNSVDEL 

NNNVEAVSQTSSSSFQYMYLLKDLWQKRQKQV 

KDNENVVNE YS SELEKHQL YIDETVNSNIPTNLR 

VLRSILENLRSKIQKLESDVSAQMEYCRTPCTVS 

CMPVVSGKECEEIIRKGGETSEMYLIQPDSSVKP 

YRVYCDMNTENGGWTVIONRODGSVDFGRKW 

DPYKQGFGNVATNTDGKNYCGLPGEYWLGNDK 

ISQLTRMGPTELLIEMEDWKGDKVKAHYGGFTV 

QNEANKYQISVNKYRGTAGNALMDGASQLMGE 

NRTMTIHNGMFFSTYDRDNDGWLTSDPRKQCSK 

EDGGGWWYNRCHAANPNGRYYWGGQYTWDM 

AKHGTDDGVVWMNWKGSWYSMKKMSMKIRP 

FFPQQ 


3123 


A 


3 


1490 


HASGPTRPVSWSFHBCLKTMKHLLLLLLCVFLVK 

SQGVNDNEEGFFSARGHRPLDKKREEAPSLRPAP 

PPISGGGYRARPAKAAATQKKVERKAPDAGGCL 

HADPDLGVLCPTGCQLQEALLQQERPIRNSVDEL 

NNNVEAVSQTSSSSFQYMYLLKDLWQKRQKQV 

KDNENVVNEYSSELEKHQLYIDETVNSNIPTNLR 

VLRSILENLRSKIQKLESDVSAQMEYCRTPCTVS 

CNIPVVSGKECEEIIRKGGETSEMYLIQPDSSVKP 

YRVYCDMNTENGGWTVIONRODGSVDFGRKW 

DPYKQGFGWATOTDGKNYCGLPGEYWLGNDK 

ISQLTl^GPTELLIEMEDWKGDKVKAHYGGFTV 

Ql>IEANKYQISVmYRGTAGNALMDGASQLMGE 

NRTMT1HNGMFFSTYDRDNDGWLTSDPRKQCSK 

EDGGGWWYNRCHAANPNGRYWGGQYTWDM 

AKHGTDDGWWMNWKGSWYSIVIKKMS^ 

FFPQQ 


3124 


A 


3 


544 


RVDDFVLLRSRLALRWLSIWRRPSI^WRMPRG 

SRSRTCRMAPPASRAPQMRAAPRPAPVAQPPAA 

APPSAVGSSAAAPRQPGLMAQMATTAAGVAVG 

SAVGHTLGHAITGGFSGGSNAEPARPD1TYQEPQ 

GTQPAQQQQPCLYEIKQFLECAQNQGD1KLCEGF 

NEVLKQCRLANGLA 


3125 


A 


3 


571 


GNSYNHRSLAAYPYMSHSQHSPYLQSYHNSSAA 

AQTOGDDTDQQKTTVrENGEIR™^ 

TIYSSLQLQALNHRFQQTQYIALPERAELAASLG 

LTQTQVKIWFQNKRSIO^ICKLLKQGSNPHESDPL 

QGSAALSPRSPALPPVWDVSASAKGVSMPPNSY 

MPGYSHWYSSPHQDTMQWQMM 


3126 


A 


43 


5377 


LSVFFPIPVDGRDRGSNPSLESTSSELSTSTSEGSL 

SAMSG1WELHS1U,HPHPQSSLIPMMFSPPESLLAS 

C1LRGNFAEAHQVLFTFNLKS SPSSGELMFMERY 

QEVIQELAQVEHxOENQNSDAGSSTIllRTGSGRST 

LQAIGSAAAAGMVFYSISDVTDKLLNTSGDPIPM 

LQEDFWISTALVEPTAPLREVLEDLSPPAMAAFD 

IACSQCQLWKTCKQIXETAERRLNSSLERRGRRI 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D»Aspartic Add, 
E-CIutamic Add, F-Pbenylalanine, (^Glycine, H=Hfstfdlne, 
Msoleudne, KNLystne, L™Leucine, M=Methionine, 
N«Asparaglne, poproline, Q=Glutaraine, R-Arglnine, S=Serine, 
T^Threonlne, V-Valine, W«Tryptophan, Y=Tyrosine, 
X-Unknown, *=Stop codon, /possible nucleotide deletion, 
\=posslbIe nucleotide insertion 










DHVLLNADGIRGFPVVLQQISKSLNYLLMSASQT 

KSESVEEKGGGPPRCSITELLQMCWPSLSEDCVA 

SHTTLSQQLDQVLQSLREALELPEPRTPPLSSLVE 

QAAQKAPEAEAHPVQIQTQLLQKNLGKQTPSGS 

RQMDYLGTFFSYCSTLAAVLLQSLSSEPDHVEVK 

VGNPFVLLQQSSSQLVSHLLFERQVPPERLAALL 

AQENLSLSVPQVIVSCCCEPLALCSSRQSQQTSSL 

LTRLGTLAQLHASHCLDD1J>LSTPSSPRTTENPTL 

ERKPYSSPRDSSLPALTSSALAFLKSRSKLLATVA 

CLGASPRLKVSKPSLSWKELRGRREVPLAAEQV 

ARECERLLEQFPLFEAFLLAAWEPLRGSLQQGQS 

LAVNLCGWASLSTVLLGLHSPIALDVLSEAFEES 

LVARDWSRALQLTEVYGRDVDDLSSIKDAVLSC 

AVACDKEGWQYLFPVKDASLRSRLALQFVDRW 

PLESCLEILAYCiSDTAVQEGLKCELQRKLAELQ 

VYQKILGLQSPPVWCDWQTLRSCCVEDPSTVMN 

MILEAQEYELCEEWGCLYPIPREHLISLHQKHLL 

HLLERRDHDKALQLLRRIPDPTMCLEVTEQSLDQ 

HTSLATSHFLANYLTTrn^GQLTAVRHREIQALY 

VGSKDXTLPEQHRASYSHLSSNPLFMLEQLLMN 

MKVDWATVAVQTLQQLLVGQEIGFIMDEVDSL 

LSRYAEKALDFPYPQREKRSDSVIHLQEIVHQAA 

DPETLPRSPSAEFSPAAPPGISSIHSPSLRERSFPPT 

QPSQEFVPPATPPARHQWVPDETESICMVCCREH 

FTMFNRRHHCRRCGRLVCSSCSTKKMVVEGCRE 

NPARVCDQCYSYCNKDVPEEPSEKPEALDSSKSE 

SPPYSFWRVPKADEVEWILDLKEEENELVRSEF 

YYEQAPSASLCIAILNLHRDSIACGHQLIEHCCRL 

SKGLTOTEVDAGLLTDIMKQLLFSAKMMFVKAG 

QSQDLALCDSYISKVDVLNILVAAAYRHVPSLDQ 

ILQPAAVTEULRNQLLEAEYYQLGVEVSTKTGLDT 

TCAWHAWGMACLKAGNLTAAREKFSR^ 

DLNQLNHGSRLVQDVVEYLESTVRPFVSLQDDD 

YFA1LRELEATLRTQSLSLAVIPEGKIMNNTYYQ 

ECLFYLHNYSTN1AQSFYVRHSCLREALLHIJLNK 

ESPPEVFIEGIFQPSYKSGKLHTLENLLESIDPTLES 

WGKYLIAACQHLQKKNYYHILYELQQFMKDQV 

RAAMTCIRFFSHKAKSYTELGEKLSWLLKAKDH 

LKIYLQETSRSSGRKKTTFFRKKMTAADVSRHM 

NILQLQMEVTRFLHRCESAGTSQITTLPLPTLFG 

NNHMKMDVACKVMLGGKNVEDGFGIAFRVLQ 

DFQLDAAMTY CRAARQLVEKEKYSEIQQLLKC V 

SESGMAAKSDGDTELLNCLEAFKRIPPQCCFCSA 

QELEGLIQAIHNDDNKYRAYLICCKLRSAYLIAV 

KQEHSRATALVQQVQQAAKSSGDAWQDICAQ 

WLLTSHPRGAHGPGSRK 


3127 


A 


467 


1259 


HLGPPLAWIPAASLTSTKGEFGVEDDRPARGPPP 

PKSEEASWSESGVSSSSGDGPFAGGEVDKRLHQL 

KTQLATLTSSLATVTQEKSRMEASYLADKKKMK 

QDLEDASNKAEEERARLEGELKGLQEQIAETKA 

RLITQQHDRAQEQSDHALMLRELQKLLQEERTQ 

RQDLELRLEETREALAGRAYAAEQMEGFELQTK 

QLTREVEELKSELQAIRDEKNQPDPRLQELQEEA 

ARLKSHFQAQLQQEMRKVHHISFKHQPLT 


3128 


A 


1854 


798 


ASGSPAPSSSSAMAAACGPGAAGYCLLLGLHLFL 
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SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCystelne, D=*Aspartlc Acid, 
E=GIutamic Add, ^Phenylalanine, G=GIydne, H=*Hlstidine, 
I«IsoJeudne, K^Lyslne, Leucine, M^Mcthionine, 
N-Asparagine, P-ProHne, Q»Glutaratae, R-Arginlne, S^erlne, 
T-O'hreonine, V«Valine, W^Tryptophan, Y-Tyroslne, 
X=Unknown, *»Stop codon, /=possible nucleotide deletion, 
V-possible nucleotide insertion 










LTAGPALGWNDPDRMLnUDVKALTLHYDRYTT 

SRRLDPIPQLKCVGGTAGCDSYTPKVIQCQNKG 

WDGYDVQWECKTDLDIAYKFGKTVVSCEGyES 

SEDQYVLRGSCGLEYNLDYTELGLQKLKESGKQ 

HGFASFSDYYYKWSSADSCINMSGLI'nVVLLGlA 

FVVYKLFLSDGQYSPPPYSEYPPFSHRYQRFTNS 

AGPPPPGFKSEFTGPQNTGHGATSGFGSAFTGQQ 

GYENSGPGFWTGLGTGGILGYLFGSNRAATPFSD 

SWYYPSYPPSYPGTWNRAYSPLHGGSGSYSVCS 

NSDTKTRTASGYGGTRRR 


3129 


A 


2340 


1192 


ELARRPKQQSSEKSR>MIRNWLTIFILFPLKLVEK 

CESSVSLTVPPVVKLENGSSTNVSLTLRPPLNATX 

Vm^ITFRSKNTnLELPDEVVVPPGVTNSSFQVT 

SQNVGQLTVYLHGNHSNQTGPRIRFLVIRSSAISn 

NQVIGWIYFVAWSISFYPQVIMNWRRKSVIGLSF 

DFVALbTLTGFVAYSVIWGLLWVPYIKEQFLLKY 

PNGVNPVNSNDVFFSLHAWLTLIIIVQCCLYERG 

GQRVSWPAIGFLVLAWLFAFVTMP/AAVGVITW 

LQFLFCFSYIKLAVTLVKYFPQAYMNFYYKSTEG 

WSIGNVLLDFTGGSFSLLQMFLQSYNNDQWTLIF 

GDPTKFGLGVFS1VFDVVFFIQHFCLYRKRPGYD 

QLN 


3130 


A 


31 


2026 


CWWPPLLPQLEPEPPPLRPRVAASQGGGMLGKG 

WGGGGGTKAPKPSFVSYVRPEEIHTNEKEVTEK 

EVTLHLLPGEQLLCEASTVLKYVQEDSCQHGVY 

GRLVCTDFKIAFLGDDESALDNDETQFKNKVIGE 

>^ITLHCVDQIYGVFDEKKKTLFGQLKKYPEKLII 

HCKDLRWQFCLRYTKEEEVKRIVSGIIHHTQAP 

KIJLKRLFLFSYATAAQNNTVTDPKNHTVMFDTL 

KDWCWELERTKGNMKYKAVSVNEGYKVCERL 

PAYFWPTPLPEENVQRFQGHGIPIWCWSCHNGS 

ALLKMSALPKEQDDGILQIQKSFLDGIYKTIHRPP 

YEIVKTEDLSSNFLSLQEIQTAYSKFKQLFLIDKST 

EFWDTDIKWFSLLESSSWLDIIRRCLKKAIEITEC 

MEAQNMNVLLLEENASDLCCLISSLVQLMMDPH 

CRTRIGFQSLIQKEWVMGGHCFLDRCNHLRQND 

KEEHQRQLSLPLTQSKSSPKRGFFREETDHLIKNL 

LGKRISKLINSSDELQDNFREFYDSWHSKSTDYH 

GLLLPHEEGPEIKVWAQRYLRWIPEAQILGGGQV 

ATLSKLLEMMEEVQSLQEKIDERHHSQQAPQAE 

APCLLRNSARLSSLFPFALLQRHSSKPVLPTSGW 

KALGDEDDLAKREDEFVDLGDV 


3131 


A 


126 


965 


QSRSRPRREGVGTGSRAVLCILATCGSKMSDIGD 

WFRSIPAITRYWFAATVAVPLVGKLGLISPAYLF 

LWPEAFLYRFQIWRPITATFYFPVGPGTGFLYLV 

MLYFLYQYSTRLETGAFDGRPADYLFMLLFNWI 

CIVITGLAMDMQLLMIPLIMSVLYVWAQLNRDM 

IVSFWFGTRFKACYLPWVILGFNYIIGGSVINELIG 

.^VGHLYFFLMFRYPMDLGGRNFLSTPQFLYRW 

LPSRRGGVSGFGVPPASMRRAADQNGGGGRHN 

WGQGFRLGDQ 


3132 


A 


2 


350 


FVAGWRALTAPSTSARLRAFGWQAAARLLVFG 
ARGVGLGSGAPGSLPCYLRMDALALLGGLVNV 
ARLPERWGPGRFDYWGNSHQIMHLLSVGSILQL 
HAGWPDLLWAAHHACPRD 



260 



WO 01/57190 



PCT/US01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^AJanine OCysteine, B=»Aspartic Add, 
E=Glutamtc Add, F-Phenylalanine, (XJlydne, H=Htstidine, 
I=Isoleudne, K«Lysine, l^Leudne, M=Methionine, 
N~Asparagine, P^Proline, Q^Glutamine, R=Arginine, S-Serine, 
T^Threonine, V«Vailne, W~Tryptophan, Y^Tyrosine, 
X=Unknown, *=Stop codon, Impossible nudeotide deletion, 
\=possib!e nucleotide insertion 


3133 


A 


1 


2921 


MTCFKGQKGEQRSHAFEANKDHKAKVPSPNLYS 

QLNALQFTVDERSILWLNQFLLDLKQSLNQFMA 

VYKLNDNSKSDEHVDVRVDGLMLKFVIPSEVKS 

ECHQDQPRAISIQSSEMIATNTRHCPNCRHSDLEA 

LFQDFKDCDFFSKTYTSFPKSCDNFNLLHPIFQRH 

AHEQDTKMHEIYKGNITPQLNKNTLKTSAATDV 

WAVYFSQFWIDYEGMKSGKGRPISFVDSFPLSIW 

ICQPTRYAESQKEPQTCNQVSLNTSQSESSDLAG 

RLKRKKLLKEYYSTESEPLTNGGQKPSSSDTFFR 

FSPSSSEADIHLLVHVHKHVSMQINHYQYLLLLF 

LHESLILLSENLRKDVEAVTGSPASQTSICIGILLR 

SAELALLLHPVDQANTLKSPVSESVSPVVPDYLP 

TENGDFLSSKRKQISRDINRIRSVTVNHMSDNRS 

MSVDLSHIPLBCDPLLFKSASDTOLQKGISFMDYL 

SDKHLGKISEDESSGLVYKSGSGEIGSETSDKKDS 

FYTDSSSVLNYREDSNILSFDSDGNQNILSSTLTS 

KGNETEBSIFKAEDLLPEAASLSENLDISKEETPPV 

RTLKSQSSLSGKPKERCPPNLAPLCVSYKNMKRS 

SSQMSLDHSLDSMILEEQLLESDGSDSHMFLEKG 

NKKNSTTNYRGTAESVNAGANLQNYGETSPDAI 

STNSEGAQENHDDLMSVWFKITGVNGEIDIRGE 

DTFTPT nVMOVTPr>OT fTKTTQT PPVt nsippvnQnn 

KAVIHSKSSPEISLRFESGPGAVIHSLLAEKNGFL 

QCHIENFSTEFLTSSLMNIQHFLEDETVATVMPM 

KIQVSNTKINLKDDSPRSSTVSLEPAPVTVHmHL 

WERSDDGSFHIRDSHMLNTGNDLKENVKSDSV 

LLTSGKYDLKKQRSVTQATQTSPGVPWPSQSAN 

FPEFSFDFTREQLMEENESLKQELAKAKMALAE 

AHLEKDALLHHIKKMTVE 


3134 


A 


9 


1579 


EEEGLSGGGPRVPCSLWGKQTMDYDFKAKLAA 

ERERVEDLFEYEGCKVGRGTYGHVYKARRKDG 

KDEBdEYALKQmGTGiSMSACREIAIXRELKHPN 

VIALQKVFLSHSDRKVWLLFDYAEHDLWHIIKFH 

RASKAOTCKPMQLPRSMVKSLLYQILDGIHYLHA 

NWVLHRDLKPANILVMGEGPERGRVKIADMGF 

ARLFNSPLKPLADLDPVVVTFWYRAPELLLGAR 

HYTKAIDIWAIGCIFAELLTSEPIFHCRQEDIKTSN 

PFi-THDOT TTRTFS VMOFP A DK nWFTHH KMPFYPT 

LQKDFRRTTYANSSLIKYMEKHKVKPDSKVFLL 

LQKLLTMDPTKRITSEQALQDPYFQEDPLPTLDV 

FAGCQIPYPKREFLNEDDPEEKGDKNQQQQQNQ 

HQQPTAPPQQAAAPPQAPPPQQNSTQTNGTAGG 

AGAGVGGTGAGLQHSQDSSLNQVPPNKKPRLGP 

SGANSGGPVMPSDYQHSSSRLNYQSSVQGSSQS 

QSTLGYSSSSQQSSQYHPSHQAHRY 


3135 


A 


3 


1111 


ERKMAEPPSPVHCVAAAAPTATVSEKEPFGKLQ 

LSSRDPPGSLSAKKVRTEEKKAPRRVNGEGGSG 

GNSRQLQPPAAPSPQSYGSPASWSFAPLSAAPSPS 

SSRSSFSFSAGTAVPSSASASLSQPGPRKLLVPPTL 

LHAQPHHLLLPAAAAAASANAKSRRPKEKREKE 

RRRHGLGGAREAGGASREENGEVKPLPRDKIKD 

PCIKERDKEKEREKKKHKVMNEIKKENGEVKILL 

KSGKEKPKTOIEDLQIK^ 

KRPKMYSKSIQTICSGLLTDVEDQAAKGILNDNI 

KDYVGKNLDTKhraDSKIPENSEFPFVSLKEPRVQ 



261 



WO 01/57190 



PCTYUS01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanlne OCystelne, D^Aspartic Add, 
E=Glutnmlc Add, ^Phenylalanine, OGlycioe, H<=Histidine, 
I=Isoleucine, K«Lysine, L=Leudne, MHMethionine, 
N^Asparagine, P^Proline, OGlutamine, R=Argln!ne, S^Serine, 
^Threonine, V=Valine, W=Tryptophan, Y«Tyrosine, 
X s Unknown, *=Stop codon, ^possible nucleotide deletion, 
V*possIble nucleotide insertion 










NNLKRIJ3TLEFKQLIHIEHQPNGGASVIHCLQ 


3136 


A 


1442 


682 


TAAMSIFTPTNOIRLThTVAVVRMKRAGKRFFT A C 

YKKKWGWRSGVEKDIJDEVLQTHSVFVNVSKG 

QVAKKEDLISAFGTDDQTEICKQILTKGEVQVSD 

KEROTQLEQMFRDIATIVADKCVNPETKRPYT^ 

LIERAMKDIHYSVKTNKSTKQQALEVIKQLKEK 

MKIERAHMRLRFILPVNEGKK^ 

EDYGCMLEIVCLroPGCFREroELIKKETKGKGSL 

EVLNLKDVEEGDEKFE 


3137 


A 


1 


3143 


MVEGKRHVLHGGRQERMRAKQKGKPLIKSSDL 

VRLIHYrfflNSSPLHKQSSGPSSSPAAAAAPEKPG 

PBCAAEVGDDFLGDFWGERVWVNGVKPGVVQY 

LGETQFAPGQWAGWLDDPVGKNDGAVGGVR 

YFECPALQGIFTRPSKLTRQPTAEGSGSDAHSVES 

LTAQNLSLHSGTATPPLTSRVPLRESVLNSSVKT 

GNESGSNLSDSGSVKRGEKDLRLGDRVLVGGTK 

TGWRYVGETDFAKGEWCGVELDEPLGKNDGA 

VAGTRYFQCPPKFGLFAPIHKVIRIGFPSTSPAKA 

KKTIOlMAMGVSALraSPSSSSISSVSSVASSVGG 

RPSRSGLLTETSSRYARKISGTTALQEALKEKQQ 

HffiQLLAERDLERAEVAKATSfflCEVEKEIALLK 

AQHEQYVAEAEEKLQRARLLVESVRKEKVDLSN 

QLEEERRKVEDLQFRVEEESITKGDLETQTQLEH 

ARIGELEQSLLLEKAQAERLLREIADNRLTTVAE 

KSRVLQLEEELTLRRGEIEELQQCLLHSGPPPPDH 

PDAAEILRLRERLLSASKEHQRESGVLRDKYEKA 

LKAYQAEVDKLRAA3S0BKYAQEVAGLKDKVQQ 

ATSENMGLMDNWKSKLDSLASDHQKSLEDLKA 

TLNSGPGAQQKEIGELKAVMEGIKMEHQLELGN 

LQAKHDLETAMHVKEKEALREKLQEAQEELAG 

LQRHWRAQLEVQASQHRLELQEAQDQRRDAEL 

RVHELEKIJDVEYRGQAQAIEFLKE^ 

DYERLQRAEAQGKQEVESLI^<LLVAENRLQAV 

NKRDKEVTALTSQTEMLRAQVSALESKCKSGEK 

KVDALLKEKRiaEAELETVSRKTHDASGQLVLIS 

QELLRKERSLNELRVLLLEANRHSPGPERDLSRE 

VHKAEW1UKEQKLKDDIRGLREKLTGLDKEKSL 

SDQRRYSLIDPSSAPELLRLQHQLMSTEDALRDA 

1JDQAQQVEKL^IEAMRSCPDKAQTIGNSGSANGI 

HQQDKAQKQEDKH 


3138 


A 


110 


2499 


QDRRLLRLELQKTCQPTSTMSGSHTPACGPFSAL 

TPSIWPQEILAKYTQKEESAEQPEFYYDEFGFRV 

YKEEGDEPGSSLLANSPLMEDAPQRLRWQAHLE 

FTHNHDVGDLTWDKIAVSLPRSEKLRSLVLAGIP 

HGMRPQLWMRLSGALQBaO^SELSYREIVKNSS 

NDETIAAKQIEKDLLRTMPSNACFASMGSIGVPR 

LRRVLRAIJ^WLYPEIGYCOGTGMVAACLLLFLE 

EEDAFWMMSAHEDLLPASYFSTTLLGVQTDQRV 

LRHLIVQYLPRLDKLLQEHDIELSLITLHWFLTAF 

ASVVDIKLLLRnVDLFFYEGSRVLFQLTLGMLHL 

KEEELIQSENSASIFNTLSDIPSQMEDAELLLGVA 

MRLAGSLTDVAVETQRRKHLAYLIADQGQLLGA 

GTLTNLSQVVRRRTQRRKST1TALLFGEDDLEAL 

KAKMKQTELVADLREAILRVARHFQCTDPKNCS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to lost amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D=Aspartic Add, 
E-Glutamic Add, ^Phenylalanine, G-Grycine, H=Histidine, 
I«Isoleucine, K»Lysine, LHLeucine, M=Methiomne, 
N=Asparagine, P^Proline, Q=Glutamine, R«Argtainc, S^erine, 
T=Tbreonlne f V=VaIine, W^Tryptophan, Y^OTyrosine, 
X«Unknown, *=Stop codon, possible nucleotide deletion, 
^possible nucleotide insertion 










WSRQLPGLLPNTALTPPTPLVGLCSLWQELTPD 
YSMESHQRDHENYVACSRSHRRRAKA^ 

WFPAKFVEVLDERSKEYSIAGDDSVTEGVTDLV 

RGTLCPALKALFEHGLKKPSLLGGACHPWLFIEE 

AAGREVERDFASVYSRLVLCKTFRLDEDGKVLT 

PEELLYRAVQSVNVTHDAVHAQMDVKLRSLICV 

GLNEQVLHLWLEVLCSSLPTVEKWYQPWSFLRS 

PGWVQEKCELRVLCCFAFSLSQDWELPAKREAQ 

QPLKEGVRDMLVKHHLFSWDVDG 


3139 


A 


110 


2499 


QDRRLLRLELQKTCQPTSTMSGSHTPACGPFSAL 

TPSIWPQEILAKYTQKEESAEQPEFYYDEFGFRV 

YKEEGDEPGSSLLANSPLMEDAPQRLRWQAHLE 

FTHNHDVGDLTWDKIAVSLPRSEKLRSLVLAGIP 

HGMRPQLWMRLS.GALQKKRNSELSYREIVKNSS 

NDEHAAKQIEKDLLRTMPSNACFASMGSIGVPR 

LRRVLRALAWLYPEIGYCQGTGMVAACLLLFLE 

EEDAFWMMSAIIEDLLPASYFSTTLLGVQTDQRV 

LRHLIVQYLPRLDKLLQEHDIELSLITLHWFLTAF 

ASVVDIKLLLRIWDLFFYEGSRVLFQLTLGMLHL 

KEEELIQSENSASIFNTLSDIPSQMEDAELLLGVA 

MRLAGSLTDVAVETQRRKHLAYLIADQGQLLGA 

GTLTOLSQWRRRTQRRKSTITALLFGEDDLEAL 

KAKNDCQTELVADLREAILRVARHFQCTDPKNCS 

WSRQLPGLLPNTALTPPTPLVGLCSLWQELTPD 

YSMESHQRDHENYVACSRSHRRRAKALLDFERH 

IJLJlJalJKJF JXJVINJL/JLL liV uyruyDIlu W V wOi^li vJJUJVVj 

WFPAKFVEVLDERSKEYSIAGDDSVTEGVTDLV 

RGTLCPALKALFEHGLKKPSLLGGACHPWLFIEE 

AAGREVERDFASVYSRLVLCKTFRLDEDGKVLT 

PEELLYRAVQSVNVTHDAVHAQMDVKLRSLICV 

GLNEQVLHLWLEVLCSSLPTVEKWYQPWSFLRS 

PGWVQDCCELRVLCCFAFSLSQDWELPAKREAQ 

QPLKEGVRDMLVKHHLFSWDVDG 


3140 


A 


1 


4939 


SAALGASLAEPRPGLPGVHGRGPGTLSGRAMEG 

AEPRARPERLAEAETRAADGGRLVEVQLSGGAP 

WGFTLKGGREHGEPLVITKIEEGSKAAAVDKLL 

AGDEIVGINDIGLSGFRQEAICLWGSHKTLKXV 

VKRRSELGWRPHSWHATKFSDSHPELAASPFTST 

SGCPSWSGRHHASSSSHDLSSSWEQTNLQRTLD 

HFSSLGSVDSLDHPSSRLSVAKSNSSIDHLGSHSK 

RDSAYGSFSTSSSTPDHTLSKADTSSAENILYTVG 

LWEAPRQGGRQAQAAGDPQGSEEKLSCFPPRVP 

GDSGKGPRPEYNAEPKLAAPGRSNFGPVWYVPD 

KKKAPSSPPPPPPPLRSDSFAATBCSHEICAQGPVFS 

EAAAAQHFTALAQAQPRGDRRPELTDRPWRSAH 

PGSLGKGSGGPGCPQEAHADGSWPPSKDGASSR 

LOASLSSSDVRFPOSPHSGRHPPLYSDHSPLCADS 

LGQEPGAASFQNDSPPQVRGLSSCDQKLGSGWQ 

GPRPCVQGDLQAAQLWAGCWPSDTALGALESL 

PPPTVGQSPRHHLPQPEGPPDARETGRCYPLDKG 

AEGCSAGAQEPPRASRAEICASQRLAASITWADG 

ESSMCPQIHPLLHSLTQEGKRRPESSPEDSATOPP 

PFDAHVGKPTRRSDRFATTLRNEIQMKDRAKLQK 

SRSTVALTAAGEAEDGTGRWRAGLGGGTQEGPL 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCyateiue, D»Aspartic Add, 
EMSIutamlc Add, ^Phenylalanine, G=Glydne, H=Histidine, 
I«Isoleudne, K^LysIne, L=Leucine, M=Methionlne, 
N=Asparagine, P^ProIice, Q=Glutarainc, R«Argfuine t S=Serine, 
Threonine, V=Valine, W=OYyptopban, Y=Tyrosinc, 
X=Unknown, *«$top codon, /"possible nucleotide deletion, 
V=possible nudeotlde insertion 










AGTYKDHLKEAQARVLRATSFKRRDLDPNPGDL 

YPESLEHRMGDPDTVPHFWEAGLAQPPSSTSGGP 

HPPRIGGRRRFTAEQKLKSYSEPEKMNEVGLTRG 

YSPHQHPRTSEDTVGTFADRWKFFEETSKPVPQR 

PAQKQALHGIPRDKPERPRTAGRTCEGTEPWSRT 

TSLGDSLNAHSAAEKAGTSDLPRRLGTFAEYQAS 

WKEQRKPIJ3ARSSGRCHSADDILDVSLDPQERPQ 

HVHGRSRSSPSTDHYKQEASVELRRQAGDPGEP 

REELPSAVRAEEGQSTPRQADAQCREGSPGSQQ 

HPPSQKAPNPPTFSELSHCRGAPELPREGRGRAG 

TLPRDYRYSEESTPADLGPRAQSPGSPLHARGQD 

SWPVSSALLSKRPAPQRPPPPKREPRRYRATDGA 

PADAPVGVLGRPFPTPSPASLDVYVARLSLSHSPS 

VFSSAQPQDTPKATVCERGSQHVSGDASRPLPEA 

1JLPPKQQHIJILQTATMETSRSPSPQFAPQKLTDK 

PPLLIQDEDSTRJDERVMDNNTTVKMWIKIVHSES 

QPEKESRQSLACPAEPPALPHGLEKDQDCTLSTSE 

QFYSRFCLYTRQGAEPEAPHRAQPAEPQPLGTQV 

PPEKDRCTSPPGLSYMKAKEKTVEDLKSEELARE 

IVGKDKSLADILDP S VKIKTTMDLMEGIFPKDEH 

LLEEAOORRKLLPKIPSPRSTEERKEEPSVPAAVS 

LATOSTYYSTSAPKAELLIKMKDLQEQQEHEEDS 

GSDLDHDLSVKKQELIESISRKLQVLREARESLLE 

DVQANIVLGAEVEAIVKGVCKPSEFDKFRMFIG 

DLDKWNLLLSLSGRLARVENALNNLDDGASPG 

DRQSLLEKQRVLIQQHEDAKELKENLDRRERIVF 

DILANYLSEESLADYEHFVKMKSALIIEQRELED 

KIHLGEE<3LKCLLDSLQPERGK 


3141 


A 


97 


1894 


SPRGATMETPPLPPACTKQGHQKPLDSKDDNTE 

KHCP\TVOTWHMKKAFKVMNELRSQNLLCDVT 

IVAEDMEISAHRVVLAACSPYFHAMFTGEMSESR 

AKRVRIKEVDGWTLRMLIDYVYTAEiQVTEENV 

QVLLPAAGLLQLQDVKKTCCEFLESQLHPVNCL 

GIRAFADMHACTDLLNICANTYAEQHFADVVLSE 

EFLNLGffiQVCSLISSDKLTISSEEKVFEAVIAWV 

NHDKDVRQEFMARLMEHVRLPLLPREYLVQRV 

EEEALVKNSSACKNYLIEAMKYHLLPTEQRILMK 

SVRTRLRTPMNIJ'KLMVVVGGQAPKAIRSAECY 

DFKEQRWHQVAELPSRRCRAGMVYLAGLVFAV 

GGFNGSLRVRTVDSYDPVKDQWTSVANMRDRR 

STLGAAVLNGLLYAVGGFDGSTGLSSVEAYMKS 

NEWFHVAPMNTRRSSVGVGVVGGLLYAVGGYD 

GASRQYLSTVECYNATTNEWTYIAEMSTRRSGA 

GVGVLNNLLYAVGGHDGPLVRKSVEVYDPTTO 

AWRQVADMNMCRRNAGVCAVNGLLYVVGGD 

DGSCNIASVEYYNPTTDKWTVVSSCMSTGRSYA 

GVTVTDKPL 


3142 


A 


1211 


1311 


FSNLTTEKVAHAKEENLSMHQMLDQTLLELNN 
M 


3143 


A 


1809 


1041 


SEELDREKKLKEDSPRKTPNKESGVPSLPVSLTSI 

KEEPKEAKHPDSQSMEESKLKNDDRKTPVNWK 

DSRGTRVAVSSPMSQHQSYIQYLHAYPYPQMYD 

PSHPAYRAVSPVLMHSYPGAYLSPGFHYPVYGK 

MSGREETEKVNTSPSVNTKTTTESKALDLLQQH 

ANQYRSKSPAPVEKATAEREREAERERDRHSPFG 
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S£QD> 
NO: 


Method 


Predicted 
'beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»ALanine OCysteine, D^Aspartic Acid, 
EMSlutamic Add, ^Phenylalanine, (^Glycine, H-Hlstldine, 
I=lsoleucine, K=Lysf ne, I^=Leudne, ^Methionine, 
N=Asparagine, P^Proline, Q«Glutamine, R»Arginine, S=Sertne, 
T~Threonine, V=Vallne, W^ryptophan, Y^i-osine, 
X=Unknown, *=Stop codon, ^-possible nucleotide deletion, 
V=possible nucleotide insertion 










ORHLHTHHrTIHVGMGYPLIPGOYDPFOGLTSAA 

V^A\l A X X X U U XX XX T VJ 1TX\J X J> 1 t Ilk ^£ X XSX X V/ VJX^ X O^AjlX 

LVASQQVAAQASASGMFPGQRR 


3144 


A 


78 


604 


SVSGIVLDLI^YLHFI^NMNLDGSAQDPEKREYS 

SVCVGREDDIKKSERMTAVVHDI^VVIFYHKGE 

YHAMDTRCYHSGGPLHLGDTEDFDGRPCTVrPW 

HKYKITLATGEGLYQSINPKDPSAKPKWCSKGIK 

QRIHTVTVDNGN1YVTLSNEPFKCDSDFYATGDF 

KVIKSSS 


3145 


A 


2 


333 


RNSLLLPPLHLDNSTPAKMSCQQNQQQCQPPPK 
CPSPKCPPKSPVQCLPPASSGCAPSSGGCGPSSEG 
GCFLNHHRRrlHRCRRQRPNSCDRGSGQQGGGS 
GCGHGSGGCC 


3146 


A 


3 

\ 


1151 


VCTALQEFGTRSTLJLRCLDSGFRPGASRGLVGSW 
AAMESTLGAGrVTLAEALQNQLAWLENVWLWITF 
LGDPKILFLFYFPAAYYASRRVGIAVLWISLITEW 
LNLIFKWFLFGDRPFWWVHESGYYSQAPAQVHQ 

T7P^QP'PTnPf3QPQriTJr , lV4TTO A AT WPTMTAT QQOV 

rroo\^c 1 vji^vjoi ovrriv^ivji i vja/vl* wjtjuvi a /ul*oov{ v 

ATRARSRWVRVMPSLAYCTFLLAVGLSRIFTXAH 

FPHQVI^GLITGAVLGWLMTPRVPMERELSFYG 

LTALALMLGTSLIYWTLr^LGLDLSWSISLAFKW 

CEI^EWIHVDSRPFASLSRDSGAALGLGIALHSPC 

YAQVRRAQLGNGQKIACLVLAMGLLGPLDWLG 

HPPQISLFYIFNFLKYTLWPCLVLALWWAVrlMF 

SAQEAPPIHSS 


3147 


A 


1437 


594 


RSFSLSFSLLSPSEMMALGAAGATRVFVAMVAA 

GHPGSAVSAAPGELYPGGNKYQTTONYQPYPCAE 

DEECGTDEYCASPTRGGDAGVQICLACRKRRKR 

CMRHAMCCPGNYCKNGICVSSDQNHFRGEEEETI 

TESFGNDHSTLDGYSRRTTLSSKMYHTKGQEGS 

VCLRSSDCASGLCCARHFWSia(^VlJKEGQVC 

TECimKGSHGLEIFQRCYCGEGLSCRIQKDHHQ 

ASNSSRLHTCQRH 


3148 


A 


1 


1562 


MSTLYDIRAHKAQLLRFFASSDSNKALEQRRTLH 

TPKLEHLDRVLYEWFLGKRSEGVPVSGPMLIEK 

AKDI^QMQLTEPCWSGGWLWRFKARHGIKK 

LDASSEKQSADHQAAEQFCAFFRSLAAEHGLSA 

EQVYNADETGLFWRCLPNPTPEGGAVPGPKQGK 

DIU.TVJJMCANATGSHRLKPLAIGKCSGPRAFKGI 

QHLPVAYKAQGNAWVDKEIFSDWFHHIFVPSVR 

EHFRTIGLPEDSKAV1XLDSSRAHPQEAELVSSN 

VFTTFLP A SV A SLVOPMROGTRRDFMRNFTNPP VP 

LQGPHARYNMNDAJJSVACA^ 

Wl^WPSVAFAEGSSSEEELEAECOTV^ 

AHILELVKEGSSCPGQIJIQRQAASWGVAGREAE 

GGRPPAATSPAEWWSSEKTPKADQDGRGDPGE 

GEEVAWEQAAVAFDAVLRFAERQPCFSAQEVG 

QLRALRAVFRSQQQVlUvRRGALGAVVKVEALQ 

EGPGGCGATAQSPLPCSSTAGDN 


3149 


A 


132 


4125 


VAVMSTAPLYSGVlWWTSSDRlRMCGmEE^ 

PLSDEESTTGDCQHFGSQEFCVSSSFSKVELTAV 

GSGSNARGADPDGSATEKLGHKSEDKPDDPQPK 

MDYAGNVAEAEGLLVPLSSPGDGLKLPASDSAE 

ASNSRADCSWTPLKTQMSKQVDCSPAGVKALDS 

RQGVGE^TmATTLGTGVPVEGTLPLVTTNFSP 
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SEQU) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A-AIanine OCyateine, D»Aspartic Acid, 
E^Glutamic Add, ^Phenylalanine, G=Glydne, H=Hlstidlne, 
Msoleudne, K-Lysine, L^Leudne, M«MethloaIne, 
N»Asparagine, P^ProIine, Q=GIu famine, R=Argmine, S=Serine, 
Threonine, V^Valine, W=Tryptopban, Y^Tyroslne, 
X»Unknown, *=Stop codon, /possible nudeotide deletion, 
V-possible nudeotide insertion 










LPAPICPPAPSSASVPHSVPDAFQAPVPPSAPTLVL 

APVPTPVLAPMPASTPPAAPAPPSVPMPTPTPSSG 

PPSTPTLIPAFAPTPWAPTPAPIFTPAPTPMPAATP 

AAIPTSAPIPASFSLSRVCFPAAQAPAMQKVPLSF 

QPGTVLTPSQPLVYIPPPSCGQPLSVATLPTTLGV 

SSTLTLPVLPSYLQDRCLPGVLASPELRSYPYAFS 

VARPLTSDSKLVSLEVNRLPCTSPSGSTTTQPAPD 

GVPGPLADTSLVTASAKVLPTPQPLLPAPSGSSAP 

PHPAKMPSGTEQQTEGTSVTFSPLKSPPQLEREM 

ASPPECSEMPLDLSSKSNRQKLPIJWQRKTPPMP 

VLTPVHTSSKALLSTVLSRSQRTTQAAGGNVTSC 

LGSTSSPFVIFPEIVRNGDPSTWVKNSTALISTIPG 

TYVGVANPVPASLLLNKDPNLGLNRDPRHLPKQ 

EPISHDQGEPKGTGATCGKKGSQAGAEGQPSTV 

KRYTPARIAPGLPGCQTKEI^LWKPTGPANIYPR 

CSVNGKPTSTQVLPVGWSPYHQASLLSIGISSAG 

QLTPSQGAPIRPTSWSEFSGVPSLSSSEAVHGLP 

EGQPRPGGSFVPEQDPVTKNKTCRIAAKPYEEQV 

NPVLLTLSPQTGTLALSVQPSGGDIRMNQGPEES 

ESHLCSDSTPKMEGPQGACGLKLAGDTKPKNQV 

LATYMSHELVLATPQNLPKMPELPLLPHDSHPKE 

LILDVVPSSRRGSSTERPQLGSQVDLGRVKMEKV 

DGDVVFNLATCFRADGLPVAPQRGQAEVRAKA 

GQARVKQESVGVFACKNKWQPDDVTESLPPKK 

MKCGKEKDSEEQQLQPQAKAWRSSHRPKCRK 

LPSDPQESTKKSPRGASDSGKEHNGVRGKHKHR 

VTyn/"Dr7CMC!T>/T,T/"D A r\CtTOT3/T.OT "DVV A VOOTTDTM7TD 

WLSTRTRSQSDLKARKQKTSSSQSLEHRLRNRN 

LLLPNKVQGISDSPNGFLPNNLEEPACLENSEKPS 

GKRKCKTKHMATVSEEAKGKGRWSQQKTRSPK 

SPTPVKPTEPCTPSKSRSASSEEASESPTARQIPPE 

ARM.IVNKNAGETLLQRAARLGYKDVVLYCLQK 

DSEDVNHRDNAGYTALHEACSRGWTDILNILLE 

HGA 


3150 


.A 


3 


2795 


SLRMHNLSILVRQIKF^QETLQQLIMMSLPNVLI 

IGKNPFSEQGTEEVKKLLLLLLGCAVQCQKKEEF 

ffiRIQGLDFDTKAAVAAfflQEVTHNQENVFDLQ 

WMEVTDMSQEDIEPLLKNMALHLKRLIDERDEH 

SETHELSEERDGLHFLPHASSSAQSPCGSPGMKR 

TESRQHLSVELADAKAKIRRLRQELEEKTEQLLD 

CKQELEQMEIELKRLQQENMNLLSDARSARMYR 

DELDALREKAVRVDKLESEVSRYKERLHDIEFY 

KARVEELKEDNQVLLETKTMLEDQLEGTRARSD 

KLHELEKENLQLKAKLHDMEMERDMDRKKIEE 

LMEENMTLEMAQKQSMDESLHLGWELEQISRTS 

ELSEAPQKSLGHEVNELTSSRLLKLEMENQSLTK 

TVEEUITTVDSVEGNASKELKMEKENQRLSKKV 

EILENEIVOEKOSLONCONLSKDLMICEKAOLEKT 

IETLRENSERQIKILEQENEHLNQTVSSLRQRSQIS 

AEARVKDIEBCENKILHESIKETSSKLSKIEFEKRQI 

KKELEHYKEKGERAEELENELHHLEKENELLQK 

KTimKITCEKIEALEQENSELERENRKLKKTLDS 

FKNLTFQLESLEKENSQLDEENLELRRNVESLKC 

ASMBCMAQLQLENKELESEKEQLKKGLELLKASF 

KKTERLEVSYQGLDIENQRLQKTLENSNKKIQQL 
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SEQ1D 
NO: 


Method 


Predicted 
beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino acid sequence (Alanine OCystdne, D=Aspartic Add, 
EXJIutamic Acid, ^Phenylalanine, OGlydnc, HHHistidtne, 
l«Isoleudne, K-Lyslne, L^Leucine, M=Methionine, 
NaAsparaglne, P=Proline, Q=Glutamine, R«Argf nine, S=Serine, 
T^Threonine, V=Vallne, W^Tryptophan, Y^Tyroslne, 
X»Unknown, *=Stop codon, /-possible nucleotide deletion, 
V»possible nucleotide Insertion 










ESELQDLEMENQTLQKNLEELKISSKRLEQLEKE 

NKSLEQETSQLEKDKKQLEKENKRLRQQAEIKD 

TILEENNVKIGNLEKENKTLSKEIGIYKESCV^ 

EIJEKENKELVKRATIDIKTLVTLREDLVSEKLKT 

QQMNNDLEKLTHELEKIGLNKERLLHDEQSTDD 

SRYKLLESKL£STLKK5LE1XEEKIAALEARLEES 

TNYNQQLRQELKTVKKK 


3151 


A. 


2 


2515 


GFWLHLTLLGASLPAALGWMDPGTSRGPDVGV 

GESQAEEPRSFEVTRREGLSSHNELLASCGKKFC 

SRGSRCVLSRKTGEPECQCLEACRPSYVPVCGSD 

GRPTENHCKLHRAACLLGKRJTVIHSKDCFLKGD 

TCTMAGYARLKNVLLALQTRLQPLQEGDSRQDP 

ASQKRLLVESLFRDLDADGNGHLSSSELAQHVL 

KKQDLDEDLLGCSPGDLLRFDDYNSDSSLTLREF 

YMAFQWQLSLAPEDRVSVTTVTVGLSTVLTCA 

\HHGDLRPPnWKRNGLTLNFLDLEDINDFGEDDS 

LYITKVTTIHMGNYTCHASGHEQLFQTHVLQVN 

VPPVIRVYPESQAQEPGVAASLRCHAEGIPMPRIT 

WLKNGVDVSTQMSKQLSLLANGSELfflSSVRYE 

DTGAYTCIAKNEVGVDEDISSLFIEDSARKTLANI 

LWREEGLSVGNMFYVFSDDGIIVIHPVDCEIQRH 

LKPTEKIFMSYEEICPQREKNATQPCQWVSAVNV 

RNRYIYVAQPALSRVLWDIQAHKVLQSIGVDPL 

PAKLSYDKSHDQVWVLSWGDVHKSRPSLQVTTE 

FNKSDPAVHKVDLETMMPLKTIGIJIHHGCVPQA 

MAHTHLGGYFFIQCRQDSPASAARQLLVDSVTD 

SVLGPNGDVTGTPHTSPDGRFIVSAAADSPWLHV 

QEITVRGEIQTLYDLQINSGISDLAFQRSFTESNQ 

YNIYAALHTEPDLLFLELSTGKVGMLKNLKEPPA 

GPAQPWGGTHRIMRDSGLFGQYLLTPARESLFLI 

NGRQNTLRCEVSGIKGGTTVVWVGEV 


3152 


A 


1 


2645 


GAGWQVSLTGRWSPGREAGAGEVRQDPGSTAA 

SPSSCDADLSARMARGERRRRAVPAEGVRTAER 

AARGGPGRRDGRGGGPRSTAGGVALAWVLSL 

ALGMSGRWVLAWYRARRAVTLHSAPAVLPADS 

SSPAVAPDLFWGTYRPHVYFGMKTRSPKPLLTG 

LMWAQQGTTPGTPKLRHTCEQGDGVGPYGWEF 

HDGLSFGRQHIQDGALRLrTEFVKRPGGQHGGD 

WSWRVTVEPQDSGTSALPLVSLFFYWTDGKEV 

LLPEVGAKGQLKFISGHTSELGDFRFTLLPPTSPG 

DTAPKYGSYNVFWTSNPGLPLLTEMVKSRLNSW 

FQHRPPGASPERYLGLPGSLKWEDRGPSGQGQG 

QFLIQQVTLKIPISffiFVFESGSAQAGGNQALPRLA 

GSLLTQALESHAEGFRERFEKTFQLKEKGLSSGE 

QVLGQAALSGLLGGIGYFYGQGLVLPDIGVEGSE 

QKVDPALFPPVPLFTAVPSRSFFPRGFLWDEGFH 

OLVVORWDPSLTREALGHWLGLLNADGWIGRE 

QILGDEARARVPPEFLVQRAVHANPPTLLLPVAH 

MLEVGDPDDLAFLRKALPRLHAWFSWLHQSQA 

GPLPLSYRWRGRDPAIi>TLLNPKTLPSGLDDYPR 

ASHPSVTERHLDLRCWVALGARVLTRLAEEDLGE 

AEVAAELGPLAASLEAAESLDELHWAPELGVFA 

DFGNHTKAVQLKPRPPQGLVRWGRPQPQLQYV 

DALGYVSLFPLLLRLLDPTSSRLGPLLDILADSRH 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCystdne, D^Aspartic Add, 
E=€I atomic Add, ^Phenylalanine, G*=GIydne, H-Hiatidine, 
I^Isoleiidne, KHLysine, L^Leudne, M«Methionfne, 
N=Asparagine, P^Proline, Q=»Glutamine, R=Arglnine, S«Serine, 
T»Threonine, V-Valine, W-O'ryptophan, Y^Tyrosine, 
X«Unknown, *=Stop eotion, A=possible nucleotide deletion, 
V=pos3ible nucleotide insertion 










LWSPFGLRSLAASSSFYGQRNSEHDPPYWRGAV 
WLNVNYIALGALHHYGHLEGPHQARAAKLHGE 
LRANWGNVWRQYQATGFLWEQYSDRDGRGM 
GCRPFHGWTSLVLLAMAEDY 


3153 


A 


1 


4312 


MVIKTDELPAAAPADSAREHGSQAGGKGRPGAA 

AVLLADLERDARQGECALPGAAMAGLAPLKPE 

ASRSSSPGPTGCIRARVAAEAGTRNPGNAGAELE 

SWLPCCHGHPETPEPRGGQLPTAPELPSVMLLNG 

DCPESLKKEAAAAEPPRENGLDEAGPGDETTGQ 

EVIVIQDTGFSVKILAPGffiPFSLQVSPQEMVQEffl 

QVLMDREDTCHRTCTSLHLDGNVLDHFSELRSV 

EGLQEGSVLRVVEEPYTVREARIHVRHVRDLLKS 

LDPSDAFNGVDCNSLSFLSVFTDGDLGDSGKRK 

KGLEMDPIDCTPPEYILPGSRERPLCPLQPQNRD 

WKPLQCLKVLTMSGWNPPPGNRKMHGDLMYLF 

VITAEDRQVSITASTRGFYLNQSTAYHFNPKPASP 

RFLSHSLVE1XNQISFITKKNFAVLQKKRVQRHP 

FERIATPFQVYSWTAPQAEHAMDCVRAEDAYTS 

RLGYEEHffGQTRDWNEELQTTRELPRKNLPERL 

LRERAIFKVHSDFTAAATRGAMAVIDGNVMAIN 

PSEETKMQMFIWNNIFFSLGFDVRDHYKDFGGD 

VAAYVAPTNDLNGVRTYNAVDVEGLYTLGTVV 

VDYRGYRVTAQSIIPGILERDQEQSVIYGSIDFGK 

TWSHPRYLELLERTSRPLKILRHQVLNDRDEEV 

ELCSSVECKGHGNDGRHYILDLLRTFPPDLNFLP 

VPGEELPEECARAGFPRAHRHKLCCLRQELVDA 

FVEHRYLLFMKLAALQLMQQNASQLETPSSLEN 

GGPSSLESKSEDPPGQEAGSEEEGSSASGLAKVK 

ELAETIAADDGTDPRSREVIRNACKAVGSISSTAF 

DIRFNPDIFSPGVRFPESCQDEVRDQKQLLKDAA 

AFLLSCQIPGLVKDCMEHAVLPVDGATLAEVMR 

QRGINMRYLGKVLELVLRSPARHQLDHVFKIGIG 

ELITRSAKHIFKTYLQGVELSGLSAAISHFLNCFLS 

SYPNPVAHLPADELVSKKRNKRRKNRPPGAADN 

TAWAVMTPQELWKNICQEAKNYFDFDLECETV 

DQAVETYGLQKTTLLREISLKTGIQVLLKEYSFDS 

RHKPAFTEEDVLNIFPVVKHVNPKASDAFOT 

GQAKVQQGFLKEGCELINEALKLFNNVYGAMH 

VETCACLRLLARLHYIMGDYAEALSNQQKAVL 

MSERVMGTEHPNTIQEYMHLALYCFASSQLSTA 

LSLLYRARYLMLLVFGEDHPEMALLDNNIGLVL 

HGVMEYDLSLRFLENALAVSTKYHGPKALKVAL 

SHHLVARVYESKAEFRSALQHEKEGYTIYKTQL 

GEDHEKTKES SEYLKCLTQQ A VALQRTMNEIYR 

NGSSANIPPIJKJTAPSMASVLEQLNVINGILFIPLS 

QKDLENIXAEVARRHQLQEASRNRDRAEEPMA 

TEEAPAGAPGDLGSQPPAAKDPSPSVQG 


3154 


A 


416 


4082 


KFKLIKIMLLTLIILLPWSKFSFVSLSAPQHWSCP 

EGTLAGNGNSTCVGPAPFLIFSHGNSIFRIDTEGT 

NYEQLVVDAGVSVMDFHYNEKRIYWVDLERQ 

LLQRVFLNGSRQERVCOTEKNVSGMAINWINEEV 

IWSNQQEGnTVTDMKGNNSHELLSALKYPANVA 

VDPVERFIFWSSEVAGSLYRADLDGVGVKALLE 

TSEKITAVSLDVLDKRLFWIQYNREGSNSLICSCD 

YDGGSVfflSKHPTQHNLFAMSLFGDRIFYSTWK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A-Alanine OCysteine, D=»Asparttc Add, 
E=Glutamic Add, {^Phenylalanine, G=GIyciae» H=Hlstidine, 
I=lsoleudne, K*=Lysine, L=Leudne, M^Methioolne, 
N=Asporngine, ^Proline, O^GIuramfne, R-Arginine, S*Serine, 
T=Threonine, V=Valine, W^Tryptophan, Y«Tyrosine, 
X°Unknown, *=Stop codon, /=possible nudeotide ddetion, 
\=possibIc nudeotide insertion 










MKTIWlANKrJTGKDMVRINLHSSFWLGELKVV 

HPLAQPKAEDDTWEPEQKLCKLRKGNCS STVCG 

QDLQSHLCMCAEGYALSRDRKYCEGNDWKYCE 

DVNECAFWNHGCTLGCKNTPGSYYCTCPVGFVL 

LPDGKRCHQLVSCPRNVSECSHDCVLTSEGPLCF 

CPEGSVLERDGKTCSGCSSPDNGGCSQLCVPLSP 

VSWECDCFPGYDLQLDEKSCAASGPQPFLLFANS 

QDIRHMHFDGTDYGTLLSQQMGMVYALDHDPV 

ENKIYFAHTALKWIERANMDGSQRERLIEEGVD 

VPEGL A VD WI GRRFYWTDRGKSLIGRSDLNGKR 

SKnTlEhnSQPRGIAVHPMAKRLFWTDTGINPRIE 

SSSLQGLGRLVIASSDLIWPSGITTDFLTDKLYWC 

DAKQSVIEMANLDGSKRRRLTQNDVGHPFAVA 

VFEDYVWFSDWAMPSVIRVNKRTGKDRVRLQG 

SMLKPSSLVWHPLAKPGADPCLYQNGGCEHIC 

KKRLGTAWCSCREGFMKASDGKTCLALDGHQL 

LAGGEVDLKNQVTPLDILSKTRVSEDNnESQHM 

LVAEIMVSDQDDCAPVGCSMYARCISEGEDATC 

QCLKGFAGDGKLCSDIDECEMGVPVCPPASSKCI 

NTEGGYVCRCSEGYQGDGIHCLDIDECQLGVHS 

CGENASCTNTEGGYTCMCAGRLSEPGLICPDSTP 

PPHLREDDHHYSVRNSDSECPLSHDGYCLHDGV 

CMYIEALDKYACNCWGYIGERCQYRDLKWWE 

LRHAGHGQQQKVIWAVCVVVLVMLLLLSLWG 

AHYYRTQKLLSBCNPKNPYEESSRDVRSRRPADT 

EDGMSSCPQPWFWIKEHQDLKNGGQPVAGED 

GQAADGSMQPTSWRQEPQLCGMGTEQGCWIPV 

SSDKGSCPQVMERSFHMPSYGTQTLEGGVEKPH 

SLLSANPLWQQRALDPPHQMELTQ 


3155 


A 


533 


212 


GTSGWYWERLAERRGRLWSREEAMATMENKVI 
CALVLVSMLALGTLAEAQTETCTVAPRERQNCG 
FPGVTPSQCANKGCGFDDTVRGVPWCFYPNTID 
VPPEEECEF 


3156 


A 


2 


1585 


PRVRAADVAAGAQAWSAGMAKSNGENGPRAP 

AAGESLSGTRESLAQGPDAATTDELSSLGSDSEA 

NGFAERRIDKFGFTVGSQGAEGALEEVPLEVLRQ 

RESKWLDMLNNWDKWMAKKHKKIRLRCQKGI 

PPSLJRGRAWQYLSGGKVKLQQNPGKFDELDMSP 

GDPKW1J)VIERDLHRQFPFHEMFVSRGGHGQQD 

LFRVLKAYTLYRPEEGYCQAQAPIAAVLLMHMP 

AEQAFWCLVQICEKYLPGYYSEKLEAIQLDGEIL 

FSLLQKVSPVAHKHLSRQKIDPLLYMTEWFMCA 

FSRTLPWSSVIJIVWDMFFCEGVKIIFRVGLVLLK 

HALGSPEKVKACQGQYETTERLRSLSPKIMQEAF 

LVQEVVELPVTERQIEREHLLQLRRWQETRGELQ 

CRSPPRLHGAKAILDAEPGPRPALQPSPSIRLPLD 

APLPGSKAKPKPPKQAQKEQRKQMKGRGQLEKP 

PAPNQAMWAAAGDACPPQHVPPKDSAPKDSAP 

QDLAPQVSAHHRSQESLTSQESEDTYL 


3157 


A 


3 


601 


SSAMGSRSSHAAVIPDGDSIRRETGFSQASLLRLH 

HRFRALDKNKKGYLSRMDLQQIGALAVNPLGDR 

IIESFFPDGSQRVDFPGFVRVLAHFRPVEDEDTET 

QDPKKPEPLNSRKNKLHYAFQLYDLDRDGKISR 

HEMLQVLRLMVGVQVTEEQLENIADRTVQEAD 

EDGDGAVSFVEFTKSLEKMDVEHKMSIRILK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D»Aspartic Add, 
E^Glutamic Add, F-Pnenylalanine, G^GIydne, H-Histidine, 
I=Isoleucine, KpLysine, L=Le urine, M=Methfonine, 
N»Asparaglne, IHProline, Q»G»utamine, R«Argintne, S=Serine t 
T^Tbreonine, V«»Vatinc, W^Tryptophan, Y^TyrosIne, 
X«Unknown, *= 3 Stop codon, /^possible nucleotide deletion, 
V=possible nucleotide insertion 


3158 


A 


2 


409 


ISSCPHTAYEGSMSTLSNFTQTLEDWRIUFITYM 
D>HVRQNTTAEQEALQAKVDAENFYYVILYLMV 
MIGNtFSFITVAILVSTVKSKRREHSNDPYHQYIVE 
DWQEKYKSQILNLEESKATIHENIGAAGFKMSP 


3159 


A 


3 


416 


PWGAAELDMGRRDAQLLAALLVLGLCALAGSE 

KPSPCQCSRLSPHNRTNCGFPGITSDQCFDNGCCF 

DSSVTGVPWCFHPLPKQESDQCVMEVSDRRNCG 

YPGISPEECASRKCCFSNFIFEVPWCFFPKSVEDC 

HY 


3160 


A 


179 


409 


KPKTKILKMVYYPELFVWVSQEPFPNKDMEGRL 
PKGRLPVPKEVNRKKNDETNAASLTPLGSSELRS 
PRISYLHFF 


3161 


A 


683 


1186 


LSSTGGLHAAACAAAMSLVffEKFQHILRVLNTN 

IDGRJIKIAFAITAIKGVGRRYAHVVLRKADIDLT 

KRAGELTEDEVERVITIMQNPRQYKIPDWFLNRQ 

KDVKDGKYSQVLANGLDNKJLREDLERLKKIRA 

HRGLRHFWGLRVRGQHTKTTGRRGRTVGVSKK 

K 


3162 


A 


1 


1938 


GMPRSRGGRAAPGPPPPPPPPGQAPRWSRWRVP 

GRLLLLLLPALCCLPGAARAAAAAAGAGNRAA 

VAVAVARADEAEAPFAGQNWLKSYGYLLPYDS 

RASALHSAKALQSAVSTMQQFYGIPVTGVLDQT 

TffiWMKKPRCGVPDHPHLSRRRRNKRYALTGQK 

WRQKHTIYSIHNYTPKVGELDTRKAIRQAFDVW 

QKVTPLTFEEVPYHEIKSDRKEADIMIFFASGFHG 

DSSPFDGEGGFLAHAYFPGPGIGGDTHFDSDEPW 

TLGNANHDGNDLFLVAVHELGHALGLEHSSDPS 

AIMAPFYQYMETHOTKLPQDDLQGIQKIYGPPAE 

PLEPTRPLPTLPVRRIHSPSERKHERQPRPPRPPLG 

DRPSTPGTKPhnCDGNFNTVALFRGEMFVFKDR 

WFWRLRNNRVQEGYPMQIEQFWKGLPARIDAA 

YERADGRFVFFKGDKYWVFKEVTVEPGYPHSLG 

ELG S CLPREGIDTALRWEP VGKTYFFKGERYWR 

YSEERRATDPGYPKPITYWKGIPQAPQGAFISKE 

GYYTYFYKGRDYWKFDNQKLSVEPGYPRNILRD 

WMGCNQKEVERRKERRLPQDDVDIMVTINDVP 

GSWAVAVVPCILSLCILVLVYTIFQFKNKTGPQ 

PVTYYKRPVQEWV 


3163 


A 


1235 


2223 


SRLSLQFYVSFRRTGLFTCKLIVEIFFRNYMNDSL 

RTNVFVRFQPEHACACIYLAARALQPLPTRPHW 

FLLFGTTEEEIQEICffiTLRLYTRKKPNYELLEKEV 

EKRKVALQEAKLKAKGLNPDGTPALSTLGGFSP 

ASKPSSPREVKAEEKSPISINVKTVKKEPEDRQQA 

SKSPYNGVRKDSKRSRNSRSASRSRSRTRSRSRS 

HTPRRHYNNRRSRSGTYSSRSRSRSRSHSESPRR 

HHNHG SPHLKAKHTRDDLKS SNRHGHKRKKSRS 

RSQSKSRDHSDAAKKHRHERGHHRDRRERSRSF 

ERSHKSKHHGGSRSGHGRHRR 


3164 


A 


3 


3274 


DCRLQAAMPTNFTVVPVEAHADGGGDETAERT 

EAPGTPEGPEPERPSPGDGNPRENSPFLNNVEVE 

QESFFEGKNMALFEEEMDSNPMVSSLLNKLANY 

TNLSQGVVEHEEDEESRRREAKAPRMGTFIGVY 

LPCLQNILGVILFLRLTWIVGVAGVLESFLIVAMC 

CTCTMLTAISMSAIATNGWPAGGSYYMISRSLG 

PEFGGAVGLCFYLGTTFAGAMYILGTIEIFLTYISP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanlne OCysteine, D»Aspartic Acid, 
E«G1utamic Add, F=Phenylalanine, G=Glyclne, H-=Hlstidine, 
I«IsoleucJne, K^Lysine, L=Leucine, M=Methionlne, 
N°AsparagIne,P»ProIine, Q^GIutamine, R-Arginine, S=Serlne, 
T^Threonine, V=Vaiine> W^ryptophan, Y«Tyrosine, 
X-Unknown, *=Stop codon, ^possible nucleotide deletion, 
V=posslble nucleotide insertion 








i. 


GAAJFQAEAAGGEAAAMLHNMRVYGTCTLVLM 

ALVVFVG\^YVNKLALVFLACVVLSILAIYAGVI 

KSAPDPPDPVCLLGNRTLSRRSFDACVKAYGIH 

NNSATSALWGLFCNGSQPSAACDEYFIQNNVTEI 

QGIPGAASGVFLENLWSTYAHAGAFVEKKGVPS 

WVAEESRASTIJPYVLTDIAASFTLLVGIYFPSVT 

GIMAGSl^GDOCDAQKSIFrGTILAIVTTSFiyLS 

CIVLFGACIEGVVLRDKFGEALQGNLVIGMLAW 

PSPWVIVIGSFFSTCGAGLQTLTGAPRLLQAIARD 

GIVPFLQWGHGKANGEPTWALLLTVLICETGILI 

ASLDSVAPILSMFFLMCYLFVNLACAVQTLLRTP 

NWRPRFKFYHWTLSFLGMSLCLALMFICSWYYA 

LSAMLIAGCIYKYIEYRGAEKEWGDGIRGLSLNA 

ARYAIXRVEHGPPHTKNWRPQVLVMLNLDAEQ 

AMKHPRLLSFTSQLKAGKGLTTVGSVLEGTYLD 

KHMEAQRAEENIRSLMSTEKTKGFCQLVVSSSLR 

DGMSHLIQSAGLGGLKHNTVLMAWPASWKQED 

OTFSWKOTVDTVRDTTAAHQALLVAKNVDSFPQ 

NQERFGGGHIDVWWIVHDGGMLMLLPFLLRQH 

KVWRKCRMRIFTVAQVDDNSIQMKKDLQMFLY 

HLRISAEVEVVEMVENDISAFTYERTLMMEQRS 

QMLKQMQLSKNEQEREAQLIHDRNTASHTAAA 

ARTQAPPTPDKVQMTWTREKLIAEKYRSRDTSL 

SGFKDLFSMKPDQSNVRRMHTAVKLNGVVLNK 

SQDAQLVLLNMPGPPKNRQGDENYMEFLEVLTE 

GLNRVLLVRGGGREVITTYS 


3165 


A 


3 


2681 


GRGARGGSGAGALRGCRGYLQKLSGKGPSRGY 

RSRWFVFDARRCYLYYFKSPQDALPLGHLDIAD 

ACFSYQGPDEAAEPGTEPPAHFQVHSAGAVTVL 

KAPNRQLMTYWLQELQQKRWEYCNSLDMVKW 

DSRTSPTPGDFPKGLVARDNTDLIYPHPNASAEK 

ARNVLAVETVPGELVGEQAANQPAPGHPNSINF 

YSLKQWGNELKNSMSSFRPGRGHNDSRRTVFYT 

NEEWELLDPTPKDLEESIVQEEKKICLTPEGNKGV 

TGSGFPFDFGRNPYKGKRPLKDEGSYKNRHSSG 

DPSSEGTSGSGSVSIRKPASEMQLQVQSQQEELE 

QLKKDLSSQKELVRLLQQTVRSSQYDKYFTSSRL 

CEGVPKDTLELLHQKDDQELGLTSQLERFSLEKE 

SLQQEVRTLKSKVGELNEQLGMLMETIQAKDEV 

IIKLSEGEGNGPPPTVAPSSPSWPVARDQLELDR 

LKDNLQGYKTQNKFLNKEILELSALRRNPERRER 

DLMARNSSLEAKLCQIESKYLILLQEMkTPVCSE 

DQGPTREVIAQLLEDALQVESQEQPEQAFVKPHL 

VSEYDIYGFRTVPEDDEEEKLVAKVRALDLKTL 

YLTENQEVSTGVKWENYFASTVNREMMCSPEL 

KNLIRAGIPHEHRSKVWKWCVDRHTRKFKDNTE 

PGHFQTLLQKALEKQNPASKQIELDLLRTLPNNK 

HYSCPTSEGIQKLRNVLLAFSWRNPDIGYCQGLN 

RLVAVALLYLEQEDAFWCLVTIVEVFMPRDYYT 

KTLLGSQVDQRVFRDLMSEKLPRLHGHFEQYKV 

DYTLriFNWFLVVFVDSWSDILFKIWDSFLYEGP 

KVIFRFALALFKYKEEEILKLQDSMSIFKYLRYFT 

RTELDARSGTDAPTTWRKSGWS 


3166 


A 


10 


4070 


FPGPTISSNSQLYRASALFETIRHEAQLSTDYKLS 
LFDLQTSSYQALQRVLVSLGHHDEALAVAERGR 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino acid sequence (A-Alanine OCysteine, D-Aspartic Add, 
E=Glutamlc Acid, F-Phenylalanine, OGIycine, H«Hlstidlne, 
I=Isoleucine, K=Lysine, I^Leudne, M=Methionine, 
N«Asparagine, P=Proline, Q=GIutaminc, R^Arginlne, S^Serlne, 
T=Threonine, V»Valine, W»Tryptophan f Y=^Tyrosine, 
X^Un known, *=Stop codon, /-possible nucleotide deletion, 
V=po3sib!e nucleotide insertion 










TRAFADLLVERQTGQQDSDPYSPVTTDQILEMVN 
GQRGLVLYYSIAAGYLYSWLLAPGAGTVKFHBH 
YLGENTVENSSDFQASSSVTLPTATGSALEQHIAS 
VREALGVESHYSRACASSETESEAGDIMDQQFEE 
MNNI<XNSVTDPTGFL^ 

LFSNTVSPTQDGTSSLPRRQSSFAKPPLRALYDLL 

IAPMEGGLMHSSGPVGRHRQLILVLEGELYLIPF 

ALLKGSSSNEYLYERFGLLAVPSIRSLSVQSKSHL 

RKNPPTYSSSTSMAAVIGNPKLPSAVMDRWLWG 

PMPSAEEEAYMVSELLGCQPLVGSVATKERVMS 

ALTQAECVHFATfflSWKLSALVLTPSMDGNPASS 

KSSFGHPYTTPESLRVQDDASDGESISDCPPLQEL 

LLTAADVLDLQLPVKLWLGSSQESNSKVAADG 

VIALTRAFIj\AGAQCVLVSLWPVPVAAFKMFIH 

AFYSSLLNGLKASAALGEAMKWQSSKAFSHPS 

NWAGFMLIGSDVKLNSPSSLIGQALTEILQHPER 

ARDALRVLLHLVEKSLQRIQNGQRNAMYTSQQS 

VENKVGGIPGWQALLTAVGFRLDPPTSGLPAAV 

FFFl'SDPGDRLQQCSSTLQSLLGLPNPALQALCK 

LITASETGEQLISRAVKNMVGMLHQYLVQLQAG 

EKEQDLASAPIQVSISVQLWRLPGCHEFLAALGF 

VLCEVGQEEVILKTGKQA>IRRTVHFALQSLLSLF 

DSTELPKRLSLDSSSSLESLASAQSVSNALPLGYQ 

QPPFSPTGADSIASDAISVYSLSSIASSMSFVSKPE 

GGSEGGGPGGRQDHDRSKNAYLQRSTLPRSQLP 

PQTRPAGNKDEEEYEGFSIISNEPLATYQENRNTC 

FSPDHKQPQPGTAGGMRVSVSSKGSISTPNSPVK 

MTLIPSPNSPFQKVGKLASSDTGESDQSSTETDST 

VKSQEESNPKLDPQELAQKILEETQSHLIAVERLQ 

RSGGQVSKSNNPEDGVQAPSSTAVFRASETSAFS 

RPVLSHOKSOPSPVTVKPKPPARSSSLPKVSSGYS 

xvt v xj*JxX\^x\jj\^i ljx v x v Axivrx^iij\uijoijr j\. v wo\j i o 

spttsemsikdspsqhsgrpspgcdsqtsqldqpl 

fklkypsspysafflsksprnmspssghqspagsap 

spalsys sagsarsspad apdidklkmaajdek v 

qavh^kmfwqstpqhstgpnixifrgapg™ 

krdvls1xnlsprpnkkeegvdklelkelslqqh 

dgappkappnghwrtettslgslplpagppatap 

arplrlpsgngykflspgrffpsskc 


3167 


A 


1 


762 


AARRROKGKEENMMMDLFETGSYFFYLDGENV 

TLQPLEVAEGSPLYPGSDGTLSPCQDQMPPEAGS 

DSSGEEHVI^PGLQPPHCTGQCLIWACKTCKRK 

SAPTDRRKAATLRER1UILKKINEAE 

NPNQRLPKVEILRSAISYIERLQDLLHRLDQQEK 

MOELGVDPFSYRPKOENLEGADFLRTCSSOWPS 

VSDHSRGLVITAKEGGASIDSSASSSLRCLSSIVDS 

ISSEERKLPCVEEWEK 


3168 


A 


701 


246 


TSRRVTNIKIWFVTC^ 

KMSSPLSKELRQKYNVRSMPIRKDDEVQVVRG 
HYKGQQIGKWQVYRKKYVIYIERVQREKANGT 
TVIWGIHPSKVVITRLKLDIUDRKK^ 
VGKEKGKYKEELIEKMQE 


3169 


A 


156 


3168. 


GPGGAISLSVEAKAGADLLVKGKQARMDIYDTQ 
TLGVVVFGGFMWSAIGIFLVSTFSMKETSYEEA 
LANQIxKElVlAKTHHQKV^ 
KXKEEKPNGKIPDmPAPhmVLLRE^ 
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SEQD) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A B Alanine OCysteine, D^Aspartlc Add, 
E-Glutaraic Add, ^Phenylalanine, OGIycine, H=HIstidIne, 
I=Isoleucine, K»Lysine, L^Leudne, M«M ethionine, 
N=Asparoginc, P^Proline, Q=GIutaraine, R=ArgInine, S=Serine, 
T=Threonine, V=Valine, W»Tryptophan, Y^Tyrosine, 
X-Unknown, *=Stop codon, /^possible nudcotide deletion, 
\=possible nudeotide insertion 










AVAPTPVQPPIIVAPVATVPAMPQEKLASSPKDK 

KKKEKKVAKVEPAVSSVVNSIQVLTSKAAILETA 

PKEGRNTDVAQSPEAPKQEAPAKKKSGSBCKKGP 

PDADGPLYLPYKTLVSTVGSMVFNEGEAQRLIEI 

LSEKAGEQDTWHKATQKGDPVAILKRQLEEKEK 

LLATEQEDAAVAKSKLRELNKEMAAEKAKAAA 

GEAKVKKQLVAREQEITAVQARMQASYREHVK 

EVQQLQGKIRTLQEQLENGPNTQLARLQQENSIL 

RDALNQATSQVESKQNAELAKLRQELSKVSKEL 

VEKSEAVRQDEQQRKALEAKAAAFEKQVLQLQ 

ASHRESEEALQKRLDEVSRELCHTQSSHASLRAD 

AEKAQEQQQQMAELHSKLQSSEAEVRSKCEELS 

GLHGQLQE ARAEN SQLTERIRSIEALLEAGQARD 

AQDVQASQAEADQQQTRLKELESQVSGLEKEAI 

ELREAVEQQKVKNNDLREKNWKAMEALATAEQ 

ACKEKLHSLTQAKEESEKQLCLIEAQTMEALLAL 

LPELSVLAQQNYTEWLQDLKEKGPTLLKHPPAP 

AEPSSDLASKLREAEETQSTLQAECDQYRSILAET 

EGMLRDLQKSVEEEEQVWRAKVGAAEEELQKS 

PVTWHT PTJTVPVT PCQnAVPTJIIXCWT I? AT7 
XvV J. V JSJll^cnX V JilsJ^ivOiiL/liooJJ^ VxvJirl 1 arLLxlAJS 

LEKHMAAASAECQNYAKEVAGLRQLLLESQSQL 

DAAKSEAQKQSDE3LALVRQQLSEMKSHVEDGDI 

AGAPASSPEAPPAEQDPVQLKTQLEWTEADLEDE 

QTQRQKLTAEFEEAQTSACRLQEELEKLRTAGPL 

ESSETEEASQLKERLEKEKKLTSDLGRAATRLQE 

LLKTTQEQLAREICDTVKBCLQEQLEKAEDGSSSK 

EGTSV 


3170 


A 


6730 


4027 


THASEKYSYGHLPTHSITAHPMVTIRISDRQRLIQ 

PYIHNYSWLLFAALALYSAHLASAEDVDGEKLD 

PQTRSSATTLRSQCMQLVGDCLMKAHQGKGLK 

ALALLGVLPIX5DSSLEDHAIJ*VTVPTGASEEQLE 

KJCAVQGAELSEAGNGKRAVHEEIRPVDFKQRNK 

ADKGVSLSKDPSCQTQISDSPADASPPTGLPDAE 

DSEVSSQKPIEEKAVTPSPEQVFAECSQKRILGLL 

AAMLPPLKSGPTVPL3I)LEHVLPLMFQVVISNAG 

HLNETYHLTLGLLGQLHRLLPAEVDAAVIKVLSA 

KHNIJPAAGDSSIVPDGWKTTtlLLFSLGAVCLDS 

RVGLDWACSMAEILRSLNSAPLWRDVIATFTDH 

CIKQLPFQLKHTOIFTLLVLVGFPQVLCVGTRCV 

YMDNANEPHNVIILKHFTEKNRAVIVDVKTRKR 

KTVKDYQLVQKGGGQECGDSRAQLSQYSQHFA 

FIASHLLQSSMDSHCPEAVEATWVLSLALKGLY 

KTLKAHGr^IRATFLQTDIXKLLVKKCSKGTGF 

SKTWLLRDLEILSIML YS SKKEINALAEHGDLEL 

DERGDREEEVERPVSSPGDPEQKKLDPLEGLDEP 

TRICFIJvlAHDALNAPLHIIJRAIYELQMKK 

EQSAKAVDTDMDLPCLSRPARCDQATAESNPVT 

QKLISSTESELQQSYAKQRRSKSAALLHKELNCK 

SKRAVRDYLFRVNEATAVLYARHVLASLLAEWP 

SHWVSEDILELSGPAHMTYILDN1FMQLEEKHE 

WEKWMQTELVLTHQVLPLPHRLPPVSASWSEA 

TCVAVQLPDRCECSKGRVTVSSPKDWASEELRG 

PERDFQLNQKALSPSSQFPSAEILRHIR 


3171 


A 


557 


89 


GTRAGPVKDREAFQRLNFLYQAAHCVLAQDPEN 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanlne OCysteine, D=Aspartic Add, 
E=Glutaratc Add, ^-Phenylalanine, G=Glycine, H-HJstidine, 
l«Isoleudne, K«Lysfne, L«Leudne, M»Methfonine, 
N«Asparaglne, P-Proline, Q-Clutamine, R-Argtnine, S^Serine, 
T=Threonlne, V=Vaiine, W-Tryptophan, Y«TyrosIne, 
X*-Unknown, ***Stop codon, /"possible sudeottde deletion, 
possible nucleotide insertion 

* 










QAIARFYCYTERTIAKRLVLRRDPSVKRTLCRGC 
SSLLVPGLTCTQRQRRCRGQRWTVQTCLTCQRS 
QRFLNDPGHLLWGDRPEAQLGSQADSKPLQPLP 
NTAHSISDRLPEEKMQTQGSSNQ 


3172 


A 


2 


496 


FRRAGAGRGRRRGEVTSPLSPEPLAFQSLATSRR 

PEPQTTQTVRSSALPAPPASPMSQYAPSPDFKRA 

LDSSPEANTEDDKTEEDVPMPKNYLWLTIVSCFC 

PAYPINIVALVFSIMSLNSYNDGDYEGARRLGRN 

AKWVAIASIIIGLLIIGISCAVHFTRNA 


3173 


A 


2 


4048 


FRSGGCRRRAWTSRWPQRRRSPESCEAPLSAPL 

WGPQRGLPGREPLRSRSASAIALRTIGHILALLLR 

LLHLGLGSGGCREDVPPSGRGKKEEKMKKHRRA 

LALVSCLFLCSLVWLPSWRVCCKESSSASASSYY 

SQDDNCALENEDVQFQKKDEREGPINAESLGKS 

GSNLPISPKEHKLKDDSIVDVQNTESKKLSPPVVE 

TLPTVDLHEESSNAVVDSETVENISSSSTSEITPIS 

KLDEIEKSGTIPIAKPSETEQSETDCDVGEALDAS 

APBEQPSFVSPPDSLVGQHIENVSSSHGKGKrrKSE 

FESKVSASEQGGGDPKSALNASDNLKNESSDYT 

KPGDIDPTSVASPKDPEDIPTFDEWKKKVMEVEK 

EKSQSMHASSNGGSHATKXVQKNRNNYASVEC 

GAKILAANPEAKSTSAILIENMDLYMLNPCSTKI 

WFVIELCEPIQVKQLDIANYELFSSTPKDFLVSISD 

RYPTNKWIKLGTFHGRDER>rVQSFPLDEQMYAK 

Y VKMFIK YIKVELLSHFG SEHFCPLSLERVFGTSM 

VEEYEEIADSQYHSERQELFDEDYDYPLDYNTGE 

DKS SKNLLG S ATN AILNMVNIAANILG AKTEDLT 

EGNKSISENATATAAPKMPESTPVSTPVPSPEYVT 

TEVHTHDMEPSTPDTPKESPIVQLVQEEEEEASPS 

TVTLLGSGEQEDESSPWFESETQIFCSELTTICCIS 

SFSEY3YKWCSVRVALYRQRSRTALSKGKDYLV 

LAQPPLLLPAESVDVSVLQPLSGELENTNIEREAE 

TTVLGDLSSSMHQDDLVNHTVDAVELEPSHSQT 

LSQSLLLDITPEINPLPKIEVSESVEYEAGHIPSPVI 

PQESS VEIDNETEQKSESFS SIEKPSITYETNKVNE 

LMDNIIKEDVNSMQIFTKLSETrVPPINTATVPDN 

EDGEAKMNIADTAKQTLISVVDSSSLPEVKEEEQ 

SPEDALLRGLQRTATDFYAELQNSTOLGYANGN 

LVHGSNQKESVFMRLNNRKALEVNMSLSGRYL 

EELSQRYRKQMEEMQKAFI^TIVKLQNTSRIAE 

EQDQRQTEAIQLLQAQLTNMTQLVSNLSATVAE 

LKREVSDRQSYLVISLVLCWLGLMLCMQRCRN 

TSQFDGDYISKLPKSNQYPSPKRCFSSYDDMNLK 

RRTSFPLMRSKSLQLTGKEVDPNDLYIVEPLKFSP 

EKKKKRCKYKIEKIETIKPEEPLHPIANGDIKGRK 

PFTNQRDFSNMGEVYHSSYKGPPSEGSSETSSQS 

EESYFCGISACTSLCNGQSQKTKTEKRALKRRRS 

KVQDQGKLIKTLIQTKSGSLPSLHDIIKGNKEITV 

GTFGVTAVSGHI 


3174 


A 


485 


4668 


RKCSKEKASKTPSQKIPTTPCCVLQAGPEPRSLAE 
RMGADGETVVLKNMLIGVNLILLGSNnKPSECQL 
EVTTERVQRQSVEEEGGIANYNTSSKEQPVVFNH 
VYNINVPLDNLCSSGLEASAEQEVSAEDETLAEY 
MGQTSDHESQVTFTHRINFPKKACPCASSAQVLQ 
ELLSRJEMLEREVSVLRDQCNANCCQESAATGQL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanlne OCysteine, D^Aspartic Add, 
EXjIntamlc Add, F-Pbenylalanlne, G-Clycine, H s Hlstidine, 
I=Isoleucine, K«Lyslne, LHLeuclne, M-Methionine, 
N=Asparagine, P-Proline, Q=Glutamine, R=Arginine, S^Serlne, 
T^Threonine, V«Valine, W=Tryptophan, Y=Tyroslne, 
X-Unknown, *«Stop codon, /^possible nudeotide deletion, 
V^possible nudeotide insertion 










DYBPHCSGHGMFSFESCGCICNEGWFGKNCSEPY 

CPLGCSSRGVCVDGQCICDSEYSGDDCSELRCPT 

DCSSRGLCVDGECVCEEPYTGEDCRELRCPGDCS 

GKGRCANGTCLCEEGYVGEDCGQRQCLNACSG 

RGQCEEGLCVCEEGYQGPDCSAVAPPEDLRVAG 

ISDRSEELEWDGPMAVTEYVISYQPTALGGLQLQ 

QRWGDWSGVTTTELEPGLTYNISVYAVISNILSL 

PITAKVATHLSTPQGLQFKTITETTVEVQWEPFSF 

SFDGWEISFPKNNEGGVIAQVPSDVTSFNQTGLK 

PGEEYIVNVVALKEQARSPPTSASVSTVIDGPTQI 

LVRDVSDTVAFVEWIPPRAKVDFILLKYGLVGGE 

GGRTTFRLQPPLSQYSVQALRPGSRYEVSVSAVR 

GTNESDSATTQFTTEIDAPKNLRVGSRTATSLDL 

EWDNSEAEVQEYKWYITLAGEQYHEVLVPRGI 

GPTTRATLTDLVPGTEYGVGISAVMNSQQSVPAT 

MNARTELDSPRDLMVTASSETSISLIWTKASGPID 

HYRITFTPSSGIASEVTVPKDRTSYTLTDLEPGAE 

YIISVTAERGRQQSLESTVDAFTGFRPISHLHFSH 

VTSSSVNITWSDPSPPADRLILNYSPRDEEEEMME 

VSLDATKRHAVLMGLQPATEYIVNLVAVHGTVT 

SEPIVGSITTGIDPPKDIT1SNVTKDSVMVSWSPPV 

ASFDYYRVSYRPTQVGRLDSSWPNTVTEFTITR 

LNPATEYEISLNSVRGREESERJCTLVHTAMDNP 

VDLLATNITPTEA1XQWKAPVGEVENWIVLTHF 

AVAGEmVDGVSEEFRLVDLLPSTEIYTATNlYAT 

NGPLTSGTISTNFSTLLDPPANLTASEVTRQSALIS 

WQPPRAEIENYVLTYKSTDGSRKELIVDAEDTWI 

RLEGLI^NTDYTVLLQAAQDTTWSSITSTAFTTG 

uK Vr'irrlr^lJuAV^JHJ^iVIJNu 1 Lou V Y rlr LrN vjEtJLo 

QKLQVYCDMTTDGGGWIVFQRRQNGQTDFFRK 

WADYRVGFGNVEDEFWLGLDNIHRITSQGRYEL 

RVDMRDGQEAAFASYDRFSVEDSKNLYKLRIGS 

YNGTAGDSLSYHQGRPFSTODRDNDVAVTNCA 

MSYKGAWWYKNCHRTNLNGKYGESRHSQGIN 

WYHWKGHEFSIPFVEMKMRPYNHRLMAGRKRQ 


3175 


A 


2 


623 


RLQLPACPALSAAHPLALPSFSSQCHRAEARAAA 

AATAEGTMASGVTVNDEVIKVFNDMKVRKSST 

QEEIKKRKKAVLFCLSDDKRQITVEEAKQILVGDI 

GDTVEDPYTSFVKLLPLNDCRYALYDATYETKE 

SKKEDLVFIFWAPESAPLKSKMIYASSKDAIKKK 

FTGIKHEWQVNGLDDIKDRSTLGEKLGGNVWS 

LEGKPL 


3176 


A 


99 


1567 


PRGCWSSCLDAMFRLNSLSALAELAVGSRWYH 
GGSQPIQIRRRLMMVAFLGASAVTASTGLLWKR 
AHAESPPCVDNLKSDIGDKGKNKDEGDVCNHEK 
KTADI^HPEEKKKKRSGFRDRKVMEYENRIRA 

riPNEKQPEHLGLDQYIIKRFDGKTEKISQEREKF 

ADEGSIFYTLGECGLISFSDYIFLTTVLSTPQRNFE 

IAFKMFDLNGDGEVDMEEFEQVQSIIRSQTSMG 

MRHRDRPTTGNTLKSGLCSALTTYFFGADLKGK 

LTIKNFLEFQRKLQHDVLKLEFERHDPVDGRITE 

RQFGGMLLAYSGVQSKKLTAMQRQLKKHFKEG 

KGLTFQEVENFFTFLKNINDVDTALSFYHMAGAS 
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SEQDD 
NO: 

• 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»AIanine OCystelne, D»Aspartic Add, 
EMJIutamic Add, ^Phenylalanine, G=Glydne, H»Hlstfdioe, 
Msoleudne, K**Lysine» l>Leucine, M-Methlonlne, 
N=Asparagine, PHProllne, Q^Glutamine, R^Arglnine, S=Serine t 
T=Threonine, V«Valine, W^Tryptophan, Y^lVrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
^possible nudeotide insertion 










LDKVTMQQVARTVAKVELSDHVCDWFALFDC 
DGNGELSNKEFVSIMKQRLMRGLEKPKDMGFTR 
LMQAMWKCAQETAWDFALPKQ 


3177 


A 


182 


648 


LGWGSGAAVGGRQAARGAALGRRPMAAVLG 

ALGATRRLLAALRGQSLGLAAMSSGTHRLTAEE 

RNQAILDLKAAGWSELSERDAIYKEFSFHNFNQA 

FGFMSRVALQAEKMNHHPEWFNVYNKVQITLTS 

HDCGELTKKDVKLAKFIEKAAASV 


3178 


A 


8 


612 


ACGCRSFCGSTVMSLLLYYALPALGSYAMLSIFF 

LRRPHLLHTPRAPTFRIRLGAHRGGSGELLENTM 

EAMENSMAQRSDLLELDCQLTRDRVWVSHDE 

NLCRQSGLNRDVGSLDFEDLPLYKEKLEVYFSPG 

HFAHGSDRRMVRLEDLFQRFPRTPMSVEIKGKN 

EELIREIAGLVRRYDRNEITIWASEKSSVMKKCK 


3179 


A 


88 


1496 


QETSKMETLSFPRYNVAEIVIHIRNKILTGADGKN 

LTICNDLYPNPKPEVLHMIYMRALQIVyGIRLEHF 

YMMPVNSEVMYPHLMEGFLPFSNLVTHLDSFLPI 

CRVNDFETADILCPKAKRTSRFLSGIINFIHFREAC 

RETYMEFLWQYKSSADKMQQLNAAHQEALMK 

LERLDSVPVEEQEEFKQLSDGIQELQQSLNQDFH 

OKTIVLOEGNSOKKSMSEKTKRLNELKLSVVSL 

KEIQESLKTKIVDSPEKIJQ^TYKEKMKDTVQKLK 

NARQEWEKYEIYGDSVDCLPSCQLEVQLYQKK 

IQDLSDNREKLASILKESLNLEDQffiSDESELKKL 

KTEENSFKRLMIVKKEKLATAQFKMKiG4EDVK 

QYKRWIEDCNKVQEKRGAVYERVTTINHEIQKI 

RLGIQQLKDAADREKLKSQEIFLNLKTALEKYHD 

GIEKAAEDSYAKIDEKTAELKRKMFKMST 


3180 


A 


298 


7086 


GNMACWPQLRLLLWKNLTFRRRQTCQLLLEVA 

WPLFIFLILISVRLSYPPYEQHECHFPNKAMPSAG 

TLPWVQGDCNANNPCFRYPTPGEAPGVVGNFNK 

SrVARI^SDARRLIXYSQKDTSMICDMRKVLRTL 

QQIKKSSSNLKLQDFLVDNETFSGFLYHNLSLPK 

STVDKMLRAD VTLHK VFLQ G YQLHLTSLCNG SK 

SEEMIQLGDQEVSELCGLPREKLAAAERVLRSN 

MDILKPILRTLNSTSPFPSKELAEATKTLLHSLGT 

LAQELFSMRSWSDMRQEVMFLTNVNSSSSSTQI 

YQAVSRIVCGHPEGGGLKIKSLNWYEDNNYKAL 

FGGNGTEEDAETF^NSTTPYCNDLMKNLESSPL 

SRIIWKALKPLLVGKILYTPDTPATRQVMAEVNK 

TFQELAVFHDLEGMWEELSPKIWTFMENSQEMD 

LVRMLLDSRDNDHFWEQQLDGLDWTAQDIVAF 

LAKHPEDVQSSNGSVYTWREAFNETNQAIRTISR 

FMECVNLNKL^IATEVWLINKSMELLDERKFW 

AGIVFTGITPGSIELPHHVKYKniMGIDNVERTNK 

IKDGYWDPGPRADPFEDMRYVWGGFAYLQDW 

EQAIIRVLTGTEKKTGVYMQQMPYPCYVDDIFLR 

VMSRSMPLFMTLAWIYSVAVIIKGIVYEKEARLK 

ETMRIMGLDNSILWFSWFISSLIPLLVSAGLLVVI 

LBCLGNLLPYSDPSWFVFLSVFAVVTILQCFLIST 

LFSRANLAAACGGIIYFTLYLPYVLCVAWQDYV 

GFTLKIFASLLSPVAFGFGCEYFALFEEQGIGVQW 

DNLFESPVEEDGFNLTTSVSMMLFDTFLYGVMT 

WYIEAVFPGQYGIPRPWYFPCTKSYWFGEESDEK 

SHPGSNQKRISEICMEEEPTHLKLGVSIQNLVKVY 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCystdne, D»Aspartic Add, 
£>Glutnmlc Acid, ^Phenylalanine, G*=Grydne, H-Hlstidine, 
I-Isoleucine, K«Lysine, LHLeudne, M-Methtonlne, 
N=Asparagine, P^Prollne, Q-Glutamlne, R^Arglnine, S*=Serlne, 
"MThreonine, V«Valine, W=Tryptophan, Y^Tyrosine, 
X^Unknown, *"Stop codon, A=possible nudeotide deletion, 
^possible nudeotide insertion 










RDGMKVAVDGLALNFYEGQITSFLGHNGAGKTT 

TMSILTGLFPPTSGTAYILGKDIRSEMSTIRQNLG 

VCPQHNVLFDMLTVEEHIWFYARLKGLSEKHVK 

AEMEQMALDVGLPSSKLKSKTSQLSGGMQRKLS 

VALAFV GGSKVVILDEPTAGVDPYSRRGIWELLL 

KYRQGRTIILSTHHMDEADVLGDRIAnSHGKLCC 

VGSSLFLKNQLGTGYYLTLVKKDVESSLSSCRNS 

SSTVSYLKKEDSVSQSSSDAGLGSDHESDTLTID 

VSAISNLIRKHVSEARLVEDIGHELTYVLPYEAA 

KEGAFVELFHEIDDRLSDLGISSYGISETTLEEIFL 

KVAEESGVDAETSDGTLPARKNRRAFGDKQSCL 

RPFTEDDAADPNDSDIDPESRETDLLSGMDGKGS 

YQVKGWKLTQQQFVALLWKRLLIARRSRKGFF 

AQIVLPAVFVCIALVFSLIVPPFGKYPSLELQPWM 

YNEQYTFVSNDAPEDTGTLELLNALTKDPGFGT 

RCMEGNPIPDTPCQAGEEEWTTAPVPQTIMDLFQ 

NGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGG 

LPPPQRKQNTADILQDLTGRNISDYLVKTYVQIIA 

KSLKNKIWVNEFRYGGFSLGVSNTQALPPSQEV 

NDATXQMKKHLKLAKDSSADRFLNSLGRFMTG 

LDTRNNVKVWFNNKGWHAISSFLNVINNAILRA 

NLQKGENPSHYGITAFNHPLNLTKQQLSEVAPM 

TTSVDVLVSICWAMSFVPASFVVFLIQERVSKA 

KHLQFISGVKPVIYWLSNF\nVDMCNYVVPATLV 

IIIFICFQQKSYVSSTNLPVLALLLLLYGWSITPLM 

YPASFVFKIPSTAYVVLTSVNLFIGINGSVATFVL 

ELFTDNKLNNINDILKSVFLIFPHFCLGRGLIDMV 

KNQAMADALERFGENRFVSPLSWDLVGRNLFA 

MAVEGVVFFLITVLIQYRFFIRPRPYNAKLSPLND 

EDEDVRRERQR1LDGGGQ1TOILEIKELTKIYRRK 

RKPAVDRICVGIPPGECFGLLGVNGAGKSSTFKM 

LTGDTTVTRGDAFLNRNSILSNIHEVHQNMGYCP 

QFDAITELLTGREHVEFFALLRGVPEKEVGKVGE 

WATRtfT OT VK" VOFl^VAnTtfV^fifiNKllirr.STA'N/f A 
W f\lS\JbAj\JLt V Jv I vJXUV I /\\JXN I OVJVJXNriXvrwl^O 1 /UYLn 

LIGGPPVWLDEPTTGMDPKARRFLWNCALSVY 

KEGRSVVLTSHSMEECEALCTRMAIMVNGRFRC 

LGSVQHLKNRFGDGYTIWRIAGSNPDLKPVQDF 

FGLAFPGSVPKEKHRNMLQYQLPSSLSSLARIFSI 

LSQSKKRLHIEDYSVSQTTLDQVFVNFAKDQSDD 

DHLKDLSLHKNQTVVDVAVLTSFLQDEKVKESY 

V 


3181 


A 


215 


1367 


PPATSQAALPEALSKGRETPRPATHPARSQDVRP 
LSCPFDFLRDNVEWSEEQAAAAERKVQENSIQR 
VCQEKQVDYEINAHKYWNDFYKIHENGFFKDR 
HWLFTEFPEIAPSQNQNHIXDWFLENKSEVPEC 

VTQKISDLEICADEFPGSSATYRILEVGCGVGNTV 

FPILQTNNDPGLFVYCCDFSSTAIELVQTNSEYDP 

SRCFAFVHDLCDEEKSYPVPKGSLDmLIFVLSAl 

VPDKMQKAINRLSRLLKPGGMVLLRDYGRYDM 

AQLRFKKGQCLSGNFYVRGDGTRVYFFTQEELD 

TLFTTAGLEKVQNLVDRRLQVNRGKQLTMYRV 

WIQCKYCKPLLSSTS 


3182 


A 


3 


1289 


GSETQHLPRDPQHLPWDPQQHQDRRRPELFHAF 
ARDSAPPPSMVLAAETTSQQERLQAIAEKRKRQ 
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"Seqid 

NO; 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alantne OCysteine, D-Aspartic Acid, 
E=Glutamlc Acid, ^Phenylalanine, G-Glydne, H«Histidinc, 
Msoleucine, K=Lysine, L/=Leucine, M=Metiuooine, 
N»Asparagine, P=Prollne, Q=Glutaralne, R»Arglntne, S=Serine, 
T^Tbreonine, V=Valine, W=Tryptophan, Y»Tyrosine, 
X«Unknown, *=Stop codon, /^passible nucleotide deletion, 
V=possible nucleotide Insertion 










AEIENKRRQLEDERRQLQHLKSKALRERWLLEG 

TPSSASEGDEDLRRQMQDDEQKTRLLEDSVSRLE 

KGIEVLERGDSAPAAAKENAAAPSPVRAPAPSPA 

KEERKTEVVMNSQQTPVGTPKDKRVSNTPLRTV 

DGSPMMKAAMYSVEITVEKDKVTGETRVLSSTT 

LLPRQPLPLGIKVYEDETKWHAVDGTAENGIHP 

LSSSEVDELIHKADEVTLSEAGSTAGAAETRGAV 

EGAARTTPSRREITGVQAQPGEATSGPPGIQPGQE 

PPVTMIFMGYQNVEDEAETKKVLGLQDTITAEL 

WffiDAAEPKEPAPPNGSAAEPPTEAASREENQA 

GPEATTSDPQDLDMKKHRCKCCSIM 


3183 


A 


333 


1931 


IAPTGGSHSEIQKQLGSGGDSSSQRRAERRTEPRS 

APRPRWGRSARSPGAHKLPGPPRRRDPGAWARL 

EAAAAHRHSRGSMGRRMRGAAATAGLWLLAL 

GSLLALWGGLLPPRTELPASRPPEDRLPRRPARS 

GGPAPAPRFPLPPPIAWDARGGSLKTFRALLTLA 

AGADGPPRQSRSEPRWHVSARQPRPEESAAVHG 

GVFWSRGLEEQVPPGFSEAQAAAWLEAARGAR 

MVALERGGCGRSSNRLARFADGTRACVRYGINP 

EQIQGEALSYYLARLLGLQRHVPPLALARVEAR 

GAQWAQVQEELRAAHWTCGSWSLTRWLPNLT 

DWVPAPWRSEDGRLRPLRDAGGELANLSQAEL 

VDLVQWTOLILFDYLTANFDRLVSNLFSLQWDP 

RVMQRATSNLHRGPGGALVFLDNEAGLVHGYR 

VAGMWDKYNEPLLQSVCVFRERTARRVLELHR . 

GQDAAARLLRLYRRHEPRFPELAALADPHAQLL 

QRRLDFLAKHILHCKAKYGRRSGDLVSPGGKER 

DLGLGYG 


3184 


A 


1 


1004 


GSTHASADAWAQWFCTEALVMGAPVWYLVAA 

ALLVGFILFLTRSRGRAASAGQEPLHNEELAGAG 

RVAQPGPLEPEEPRAGGRPRRRRDLGSRLQAQR 

RAQRVAWAEADENEEEAVILAQEEEGVEKPAET 

HLSGKIGAKKLRKLEEKQARKAQREAEEAEREE 

RKRLESQREAEWKKEEERLRLEEEQKEEEERKA 

REEQAQREHEEYLKLKEAFWEEEGVGETMTEE 

QSQSFLTEFINYIKQSKVVLLEDLASQVGLRTQD 

TINRIQDLLAEGTITGVIDDRGKFIYITPEELAAVA 

•NFIRQRGRVSIAELAQASNSLIAWGRESPAQAPA 


3185 


A 


2981 


7173 


CLLAGKFSSTLYETGGCDMSLVNFEPAARRASNI 

CDTDSHVSSSTSVRFVPHDVLSLPQIRLNRLLTE) 

TDLLEQQDIDLSPDLAATYGPTEEAAQKVKHYY 

RFWILPQLWIGINFDRLTLLALFDRNREILENVLA 

VILAILVAFLGSILLIQGFFRDIWVFQFCLVIASCQ 

YSLLKSVQPDSSSPRHGHNREAYSRPVYFCICCG 

LIWLLDYGSRNLTATKFKLYGITFTNPLVFISARD 

LVIVFTLCFPIWnGLLPQVNTFVMYLCEQLDIHI 

FGGNATTSLLAALYSFICSIVA VALL YGLCY GAL 

KDSWDGQHIPVLFSIFCGLLVAVSYHLSRQSSDP 

SVLFSLVQSKIFPKTEEKNPEDPLSEVKDPLPEKL 

RNSVSERLQSDLWCIVIGVLYFAIHVSTVFTVLQ 

PALKYVLYTLVGFVGFVTHYVLPQVRKQLPWH 

CFSHPLLKTLEYNQYEVRNAATMMWFEKLHVW 

LLFVEKNIIYPLIVLNELSSSAETIASPKKLNTELG 

ALMITVAGLKLLRSSFSSPTYQYVTVIFTVLFFKF 

DYEAFSETMLLDLFFMSILFNKLWELLYKLQFVY 
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SEQH> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A°AIanine OCystelne, D«Aspartlc Add, 
E^GIutamic Add, F=Pbeny (alanine, G"Gtydne, H=Histidine, 
Msoleudne, KpLyslne, L=Leudne, M-Methionine, 
N»Asparagine, P=Proline, Q=Glutamtne, R^Arginioe, S=SerIne, 
T=Threonme, V«Vailne, W=Tryptophan, Y=TyrosIne t 
X=Unknown, *<=Stop codon, /^possible nucleotide deletion, 
possible nudeotlde insertion 










TYIAPWQITWGSAFHAFAQPFAVPHSAMLFIQAA 

VSAFFSTPLOTFLGSAIFrreYVRPVKFWERDYNT 

KRVDHSNTRLASQLDKNPGTYCQQREVEATTEG 

VEEDEGFCCCEPGHPHMLSFNAAFSQRWLAWE 

VIVTKTnLEGYSITDNSAASMLQWDLRKVLTTY 

YVKGIIYYVTTSSKLEEWLANETMQEGLRLCAD 

RNYVDVDPTFNPNIDEDYDHRLAGISRESFCVIY 

LNWIEYCSSRRAKPVDVDKDSSLVTLCYGLCVL 

GRRALGTASHHMSSNLESFLYGLHALFKGDFRIS 

SIRDEWADMELLRKVVVPGIRMSIKLHQDHFT 

SPDEYDDPTVLYEAIVSHEKNLVIAHEGDPAWRS 

AVLANSPSLLALRHVMDDGTNEYKIIMLNRRYL 

SFRVIKVNKECVRGLWAGQQQELVFLRNRNPER 

GSIQNAKQALRNMINSSCDQPIGYPIFVSPLTTSY 

SDSrffiQLKDILGGPISLGNmNFIVSTWHRLRKGC 

GAGCNSGGNTEDSDTGGGTSCTGNNATTANNPH 

SHSVQSGLVRQSPARASVASQSSYCYSSRHSSLR 

MSTTGFVPCRRSSTSQISLRNLPSSIQSRLSMVNQ 

MEPSGQSGIACVQHGLPSSSSSSQSIPACKHHTL 

VGFLATEGGQSSATDAQPGNTLSPANNSHSRKA 

EVIYRVOIVDPSOILEGINLSKRXELOWPDEGIRL 

KAGRNSWKDWSPQEGMEGHVIHRWVPCSRDPG 

TRSHDDKAVLLVQIDDKYVTVIETGVLELGAEV 


3186 


A 


3 


470 


SLSAMRFLAATFLLLALSTAAQAEPVQFKDCGSV 

DG\OKEVNVSPCPTQPCQLSKGQSYSVNVTFTSN 

IOSKSSKAWHGELMGVPVPFPIPEPDGCKSGrNC 

P1QKDKTYSYLNKLPVKSEYPSIKLVVEWQLQDD 

KNQSLFCWEIPVQIVSHL 


3187 


A 


3 


470 


SLSAMRFLAATFLLLALSTAAQAEPVQFKDCGSV 

DGVIKEVNVSPCPTQPCQLSKGQSYSVNVTFTSN 

IQiSKSSKAWHGILMGVPVPFPIPEPDGCKSGINC 

PIQKDKTYSYLNKLPVKSEYPSIKLVVEWQLQDD 

KNQSLFCWEIPVQIVSHL 


3188 


A 


2 


3483 


PRVRTBGL.ILLVNDKKRYERVGGGPKRLGRDVEM 

EEMIEQLQEKVHELEKQNDTLKNRLISAKQQLQT 

QGYRQTPYNNVQSRINTGRRKANENAGLQECPR 

KGIKFQDADVAETPHPMFTKYGNSLLEEARGEIR 

NLENVIQSQRGQIEELEHLAEILKTQLRRKENEIE 

LSLLQLREQQATDQRSNIRDNVEMIKLHKQLVE 

KSNALSAMEGKFIQLQEKQRTLKISHDALMANG 

DELNMQLKEQRLKCCSLEKQLHSMKFSERRIEEL 

QDRINDLEKERELLKENYDKLYDSAFSAAHEEQ 

WKLKEQQLKVQIAQLETALKSDLTDKTOILDRL 

KTERDQNEKLVQENRELQLQYLEQKQQLDELKK 

RIKLYNQENDINADELSEALLLIKAQKEQKNGDL 

SFLVKVDSEINKDLERSMRELQATrlAETVQELEK 

TRNMLMQHKINKI)YQMEVEA\H^^ 

YELKVEQYVHLLDIRAARIHKLEAQLKDIAYGTK 

QYKFKPEIMPDDSVDEFDETIHLERGENLFEIHIN 

KVTFSSEVLQASGDKEPVTFCTYAFYDFELQTTP 

VVRGLHPEYNFTSQYLVHVNDLFLQYIQramiL 

EVHQAYSTEYETTAACQLKFHEILEKSGRIFCTAS 

LIGTKGDIPNFGTVEYWFRLRVPMDQAIRLYRER 

AKALGYITSNFKGPEHMQSLSQQAPKTAQLSSH) 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=»AJanine OCysteine, D"*Aspartic Add, 
EXJIutaralc Acid, ^Phenylalanine, G=Glyclne, H=Hlstidine, 
I^Isoleucine, K»Lysfne, L^Leudne, M=Methlonlne, 
N=Asparagine, P^Proline, Q^GIutnmine, R-Arglnine, S-Serine, 
T=Threonine, V-Vallne, W=^Tryptophan f Y=Tyrosine, 
X»Unknown, *^top codon, ^possible nudeotide deletion, 
V°possible nudeotide insertion 










STDGNLNELHlTIRCCNHLQSRASHLQPHPYVVy 

KFFDFADHDTAIPSSNDPQFDDHMYFPWMNM 

DLDRYlJCSESLSFYVFDDSDTQENmGKVNVPLI 

SLAHDRCISGIFELTDHQKHPAGTIHVILKWKFA 

YLPPSGSITTEDLGNFIRSEEPEWQRLPPASSVST 

LVIJVPRPKPRQRLTPVDKKVSFVDIMPHQSDVSQ 

EGSWEVKENTEKMQQGKDDVSLLSEGQLAEQS 

LASSEDETEITEDLEPEVEEDMSASDSDDCnPGPI 

SKNIKQPSEKIRIEIIALSLNDSQVTMDDTIQRLFV 

ECRFYSLPAEETPVSLPKPKSGQWVYYNYSNVIY 

VDKENNKAXRDILKAILQKQEMPNRSLRPTVVS 

DPPEDEQDLECEDIGVAHVDLADMFQEGRDLEB 

QNEDVFDARADGEGIGKLRVTVEALHALQSVYK 

QYRDDLEA 


3189 


A 


476 


1175 


MKGSGWHLRSGMVGTLITTEJ>H\VRRTAHVGTN 

ILTAVSYLKGLWMECVWHSTGIYQCQIYRSLLA 

LPQDLQAARALMGISCLLSGIACACAVIGMKCTR 

CAKGTPAKTTFAILGGTLFILAGLLCMGAVSWTT 

NDWQNFYNPLLPSGMKFEIGQALYLGFISSSLSL 

IGGTLLCLSCQDEAPYRPYQAPPRATTTTANTAP 

AYQPPAAYKDNRAPSVTSATHSGYRLNDYV 




A 


£t\J I 


1037 


DRMAWOGLVLAACLLMFPSTTADCLSRCSLCA 

VKTQDGPKPINPLICSLQCQAALLPSEEWERCQSF 

LSFFTPSTLGLNDKEDLGSKSVGEGPYSELAKLS 

GSFLKELEKSKFLPSISTKENTLSKSLEEKLRGLS 

DGFREGAESELMRDAQLNDGAMETGTLYLAEE 

DPKEQVKRYGGFLRKYPKRSSEVAGEGDGDSM 

GHEDLYKRYGGFLRRIRPKLKWDNQKRYGGFLR 

RQFKVVTRSQEDFNAYSGELFDA 


3191 


A 


29 


574 


GTSAGAQTKGALCQLKVPTEKLPSPLPTMADEID 

FTTGDAGASSTYPMQCSALRKNGFVVLKGRPCK 

IVEMSTSKTGKHGHAKVHLVGIDIFTGKKYEDIC 

PSTHNMDVPNIKR2QDYQLICIQDGYLSLLTETGE 

VREDLKLPEGELGKEIEGKYNAGEDVQVSVMCA 

MSEEYAVAIKPCK 


3192 


A 


105 


1661 


KVSADGMQSCESSGDSADDPLSRGLRRRGQPRV 

WIGAGLAGLAAAKALLEQGFTDVTVLEASSHIG 

GRVQSVKLGHATFELGATWmGSHGNPIYHLTE 

ANGLLEETTDGERSVGRISLYSKNGVACYLTNH 

GRRIPKDVVEEFSDLYNEVYNLTQEFFRPIDKPVN 

AESQNSVGVinn^EVRNRIRhnDPDDPEATKRLKL 

AMQQYLKVESCESSSHSMDEVSLSAFGEWTEIP 

GAHHHPSGFMRVVELLAEGIPAHVIQLGKPVRCI 

HWDQASARPRGPEIEPRGEGDHNHDTGEGGQGG 

EEPRGGRWDEDEQWSWVECEDCELPADHVIV 

TVSLGVLKRQYTSFFRPGLPTEKVAAIHRLGIGTT 

DKTFLEFEEPFWGPECNSLQFVWEDEAESHTLTY 

PPELWYRKICGFDVLYPPERYGHVLSGWICGEEA 

LVMEKCDDEAVAEICTEMLRQFTGNPNIPKPRRI 

LRSAWGSNPYFRGSYSYTQVGSSGADVEKLAKP 

LPYTESSKTATK 


3193 


A 


1 


1928 


QLGTRRCLRGDKVTNAMQDFLVTNLEPRFIEPQT 
ANLSVWKDSNSTTPLIFVLSPGTDPAADLYKFA 
EEMKFSKKLSAISLGQGQGPRAEAMMRSSIERGK 
WVFFQNCHLAPSWMPAI^RLmHINPDKVHRDF 
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NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCysteine, D»Aspartic Add, 
E-G lu torn Ic Add, ^Phenylalanine, G=Glydne, IMIistldine, 
Msoleucine, K B Lysine, L"Leudne, M«Mcthion!ne, 
N»Asparagine, P-Proltne, Q=Glutamlne, R«ArglnJne, S=Serlne, 
T=Thrconine, V=VaIine, W=Tryptophan, Y«Tyrosine, 
X=Unknown, *«Stop codon, /=possible nudcotide deletion, 
\=possible nucleotide insertion 










RLWLTSLPSNKJPVSILQNGSKMTIEPPRGVRAN 

U-KSYSSLGEDFLNSCHKVMEFKSLLLSLCLFHG 

NALERRKFGPLGFMPYEFTDGDIJUCISQLKMFL 

DEYDDIPYKVLKYTAGEINYGGRVTDDWDRRCI 

MNIIJEDFYNPDVLSPEHSYSASGIYHQIPPTYDLH 

GYLSYIKSLPLNDMPEIFGLHDNANTTFAQNETFA 

LLGTIIQLQPKSSSAGSQGREEIVEDVTQNILLKVP 

EPINLQWVMAKYPVLYEESMNTVLVQEVIRYNR 

LLQVITQTLQDLLKALKGLWMSSQLELMAASL 

YNNTVPELWSAKAYPSLKPLSSWVMDLLQRLDF 

LQAWIQDGIPAVFWISGFFFPQAFLTGTLQMFAR 

KFVISIDTISFDFKVMFEAPSELTQRPQVGCYIHG 

LFLEGARWDPEAFQLAESQPKELYTEMAVIWLL 

PTPNRKAQDQDFYLCPIYKTLTRAGTLSTTGHST 

NYVIAVEIPTrlQPQRHWIKRGVALICALDY 


3194 


A 


1 


1023 


DGWTPVHAAVDTGNVDSLKLLMYHRIPAHGNS 

FNEEESESSVFDLDGGEESPEGISKPWPADLINH 

ANREGWTAAHIAASKGFKNCLEILCRHGGLEPE 

RRDKC^RTYHD V ATDDCKHLLENLNALKIPLRI S 

VGEIEPSNYGSDDLECENTICALNIRKQTSWDDFS 

KAVSQALTNHFQAISSDGWWSLEDVTCNNTTDS 

NIGLSARSIRSITLGNVPWSVGQSFAQSPWDFMR 

KNKAEfflTVLLSGPQEGCLSSVTYASMIPLQMM 

QNYLRLVEQYHNVIFHGPEGSLQDYIVHQLALCL 

KHRQMGWQDSPVEIVEELEVGCWFFPREQLLRT 

CSLVA 


3195 


A 


1 


1809 


MAASAQVSVTFEDVAVTFTQEEWGQLDAAQRT 

LYQEVMLETCGLLMSLGCPLFKPELIYQLDHRQE 

LWMATKDLSQSSYPGDNTKPKTTEPTFSHLALPE 

EVLLQEQLTQGASKNSQLGQSKDQDGPSEMQEV 

HLKIGIGPQRGKLLEKMSSERDGLGSDDGVCTKI 

TQKQVSTEGDLYECDSHGPVTDALIREEKNSYK 

CEECGKVFKKNALLVQHERIHTQVKPYECTECG 

KTFSKSTHLLQHLIIHTGEKPYKCMECGKAFNRR 

SHLTRHQRfflSGEKPYKCSECGKAFTHRSTFVLH 

HRSHTGEKPFVCKECGKAFRDRPGFIRHYIIHTGE 

KPYECIECIECGKAFNRRSYLTWHQQIHTGVKPF 

ECNECGKAFCESADLIQHYIIHTGEKPYKCMECG 

KAFNRRSHLKQHQRIHTGEKPYECSECGKAFTH 

CSTFVLHKRTHTGEKPYECKECGKAFSDRADLIR 

HFSIHTGEKPYECVECGKAFNRSSHLTRHQQIHT 

GEKPYECIQCGKAFCRSANLIRHSIIHTGEKPYEC 

SECGKAFNRGSSLTHHQRIHTGRNPTIVTDVGRP 

FMTAQTSVNIQELLLGKEFLNITTEENLW 


3196 


A 


1400 


264 


VGFWERPLRSSRWFRRSLRRWEMLARAARGTG 

ALLLRGSLLASGRAPRRASSGLPRNTWLFVPQQ 

EAWVVERMGRFHRJDLEPGLNILIPVLDRIRYVQSL 

KEIVINVPEQSAVTLDNVTLQIDGVLYLRIMDPY 

KASYGVEDPEYAVTQIAQTTMRSELGKLSLDKV 

FRERESLNASIVDAINQAADCWGIRCLRYEEKDIH 

VPPRVKESMQMQVEAERRKRATVLESEGTRESA 

INVAEGKKQAQHASEAEKAEQINQAAGEASAVL 

AKAKAKAEAIRILAAALTQHNGDAAASLTVAEQ 

YVSAFSKLAKDSNTILI^SNPGDVTSMVAQAMG 

VYGALTKAPVPGTPDSLSSGSSRDVQGTDASLDE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D-Asparttc Add, 
E=Glutamic Acid, F=Phenylalanlne, OGlycine, H«Histldine, 
Msoleucine, K=Lysine, L*>Leudne, M^Methionine, 
N»Asparagtne> P=ProIine, Q=Glutamlne, R=Arglnine, S=Serine, 
'^Threonine, V=Valine, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, A=possible nucleotide deletion, 
V*possf ble nucleotide insertion 










ELDRVKMS 


3197 


A 


66 


3632 


LWECAAAAAGQRDGGVTLFLKGRVLGKRCAAS 

LFAREVCVSTSSSRPACFLHCARARGEQMHQMA 

SGVGSMKRSPRKMWRPGEKKEPQGVVYEDVRD 

DTEDFKEPLKVVFEGSAYGLQNFNKQKKLKTCD 

DMDTFFIJIYAAAEGQIELMEKITODSSLEVLHE 

MDDYGNTPLHCAVEKNQIESVKFLLSRGANP f NL 

RNFNMMAPLHIAVQGMNNEVMKVLLEHRTIDV 

NLEGENGNTAVIIACTTNNSEALQILLNKGAKPC 

KSNKWGCFPIHQAAFSGSKECMEIILRFGEEHGY 

SRQLHINFM3WGKATPLHLAVQNGDLEMIKMCL 

DNGAQBDPVEKGRCTAIHFAATQGATEIVKLMIS 

SYSGSVDIVNTTDGCHETMLHRASLFDHHELAD 

YLISVGADINKIDSEGRSPLILATASASWNIVNLL 

LSKGAQVDDCDNFGRNFLHLTVQQPYGLKNLRP 

EFMQMQQIKELVMDEDNDGCTPLHYACRQGGP 

GSVNNLLGFNVSIHSKSKDKKSPLHFAASYGRIN 

TCQRLLQDISDTRLLNEGDLHGMTPLHLAAKNG 

HDKWQLLLKKGALFLSDHNGWTALHHASMGG 

YTQTMKVILDTNLKCTDRLDEDGNTALHFAARE 

GHAKAVALLLSHNADIVLNKQQASFLHLALHNK 

RKEVVLTIIRSKRWDECLKIFSHNSPGNKCPITEM 

ffiYLPECMKVLLDFCMLHSTEDKSCRDYYIEYNF 

KYLQCPLEFTKKTPTQDVIYEPLTALNAMVQNN 

RIELLNHPVCKEYLLMKWLAYGFRAHMMNLGS 

YCLGLIPMTILVVNIKPGMAFNSTGIINETSDHSEI 

LDTTNSYLIKTCMILVFLSSIFGYCKEAGQIFQQK 

RNYFMDISNVLEWIIYTTGIIFVLPLFVEIPAHLQ 

WQCGAIAVYFYWMNFLLYLQRFENCGIFIVMLE 

VTLKTLLRSTVVFFFLLLAFGLSFYTLL'Nt ODPFSS 

PLLSHQTFSMNILGDINYRESFLEPYLRNI^AOTV 

LSFAQLVSFTIl^PIVLMNLLIGLAVGDIAEVQKEI 

ASLKR1AMQVELHTSLEKKLPL\\^RKVDQKSTI 

VYPNKPRSGGIVILFIOTCI^FCTGEIRQEIPNADKS 

LEMEILKQKYRLKDLTFLLEKQHELIKLnQKMEn 

SETEDDDSHCSFQDRFKKEQIVlEQRNSRWNTVLR 

AVKAKTHHLEP 


3198 


A 


51 


2177 


KEKSLHHVDQRPPLWOTGl^GTSQSAAMNASSE 

GESFAGSVQIPGGTTVLVELTPDIfflCGICKQQFN 

NLDAFVAHKQSGCQLTGTSAAAPSTVQFVSEET 

WATQTQTTTRTITSETQTITVSAPEFVFEHGYQT 

YLI^SNENQTATVISLPAKSRTICKPTTPPAQKRL 

NCCYPGCQFKTAYGMKDMERHLKIHTGDKPHK 

CEVCGKCFSRKDKLKTHMRCHTGVKPYKCKTC 

DYAAADSSSLNKHLRIHSDERPFKCQICPYASRN 

SSQLTVHLRSHTGDAPFQCWLCSAKFKISSDLKR 

HMRVHSGECTFKCEFC^RCTMKG^KSimiK 

HSG>n^KCPHCAaGDSKATlJlKHSRVH 

EKCSECSYSCSS!OULlUmRfflCTVlU>l^C^YCS 

roSKQPSNLSlGlMKKFHGDMVKra 

RQSSRQVAKLDAKKSFHCDICDASFMREDSLRS 

HKRQHSEYNESKNSDVTVLQFQIDPSKQPATPLT 

VGHLQVPLQPSQWQFSEGRVKIIVGHQVPQANT 

IVQAAAAAVNIVPPALVAQNPEELPGNSRLQILR 

QVSLIAPPQSSRCPSEAGAMTQPAVLLTTHEQTD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

locution 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D^Aspartic Add, 
E=Glutamlc Add, ^Phenylalanine, OGlydne, H^Hiatidine, 
Msoleudne, KHLysine, L»Leudne, MHVlethionine, 
N^Asparaglne, P™Proline t Q^GIutamlne, R^Arginlne, S^Serlne, 
T«Threonine, V»Valine, W^ryptophan, Y=Tyrosinc, 
X B Unknowu, *=Stop codon, /^possible nndeotide deletion, 
\=possible nudeotide insertion 










GATLHQTLIPTASGGPQEGSGNQ1PITSSGITCTD 

FEGLNALIQEGTAEVTWSDGGQNIAVATTAPPV 

FSSSSQQELPKQTYSnQGAAHPALLCPADSIPD 


3199 


A 


13 


2247 


QSFHSMEGDPSGLPLLARGASCYSLICPCPRPAD 

WSILQGTDWSILQSADWC1YNPLARHRALTGVFL 

QSADWCTYNPLARQKSSPSPHSTQEVQLASPLTR 

KPNKKDSAEKNHRPAREGSVAQRQPNPAALEKA 

EPAARKRNEREGGGSQEPGREHSLEKGYWAPGL 

GPDPSMCSKQVDPSEGASSHLKrIRGGSRAAHLE 

VRRLLRRLVGALVAEAGFCYVQVAEGQRVVGV 

LEVAEAAAAPVQHEPTAAVATQSRWFPRGTRPG 

LCSLPIAVAALLCPGSGPGAQSGLEFVERPPPSPL 

AWLARWPLPPPAGRCPRDAPEARVPEKARAEG 

SERENNYGCGWGGEMTTLVLDNGAYNAK1GY 

SHENVSVIPNCQFRSKTARLKTFTANQIDEIKDPS 

GLFYILPFQKGYLVNWDVQRQVWDYLFGKEMY 

QVDFIJ)ThnnTEPYFNFTSIQESMNE^FEEYQFQ 

AVLRVNAGALSAHRYFRDNPSELCCIIVDSGYSF 

RQLHVMDETHVINQVKEDVCYVSQDFYRDMDI 

AKLKGEE>rrVMmYVLPDFSTIKKGFCKPREEMV 

LSGKYKSGEOILRLANEl^AWEILFNPSDIGIOE 

MGEPEA1YYSIQNLPEEMQPHFFKNIVLTGGNSLF 

PGFRDRVYSEVRCLTPTDYDVSWLPENPITYAW 

EGGKLISENDDFEDMWTREDYEENGHSVCEEK 

FDI 


3900 


A 


j 


307 


AVORIRHEMNIFRLTGDLSHLAAIVILLLKIWKTR 

SCAGISGKSQLLFALVFTTRYLDLFTSFISLYNTS 

MKVWYAIHRNVFHLQCTGLWTLNLCQLCIFN 


3201 


A 


1 


469 


IRHEGRGQRGKMELVQVLKRGLQQITGHGGLRG 
YLRVFFRTNDAKVGTLVGEDKYGNKYYEDNKQ 
FFGlUlRWVVYllE^ 

WHRWLHSMTODPPTTKPLTARKFIWTN^^ 
GTPEOYWYSTTRKKIOEWIPPSTPYK 


3202 


A 


144 


840 


NSSQRIMATHALELAGLFLGGVGMVGWAVTVM 
PQWRVSAFIENNTVVFENr^GLWMNCVRQANI 
mQCKIYDSLLALSPDLQAARGLMCAASVMSFL 
AFMMAILGMKCTRCTGDNEKVKAHILLTAGIIFII 
TGMWL1PVSWVANAHRDFYNSIVNVAQKRELG 
EALYLGWTTALVLIVGGALFCCVFCCNEKSSSYR 
YSIPSHRTTQKSYHTGKKSPSVYSRSQYV 


3203 


A 


2 


473 


KYRYRRPYPVMRKICQVGPAGLAFILNISPVAHR 
VALCHLAGCQEQAAWYHTLQILFFLVSAYFFSCP 
VPEKYFPGSCDIVGHGHQIFHAFLSICTLSQLEAIL 
LDYQGRQEIFLQRHGPLSVHDNlACLSrWLAACSA 
ATAALLRHKVKARLTKKDS 


3204 


A 


1808 


668 


PESAPLPAFISSRILPAAWRNWCSYVVTRTISCHV 

QNGTYLQRVLQNCPWPMSCPGSSYRTWRPTYK 

VMYKIVTAREWRCCPGHSRVSCEEVAGSSASLE 

PMWSGSTMRRMALRPTAFSGCLNCSKVSELTER 

LKVLEAKMTMLTVTEQPVPPTPATPEDPAPLWGP 

PPAQGSPGDGGLQDQVGAWGLPGPTGPKGDAG 

SRGPMGMRGPPGDPLLSNTFTETNNHWPQGPTG 

PPGPPGPMGPPGPPGPTGVPGSPGHIGPPGPTGPK 

GISGHPGEKGERGLRGEPGPQGSAGQRGEPGPKG 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide 

lrtfMifinri 

IUUIUUU 

corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 

m n*Mn nn H I n cv 

to lost amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A-Alanlne OCysteine, D»Aspartic Acid, 
E=Glutamtc Acid, ^Phenylalanine, OGIydnc, H=>Histidine, 
Msoleucioe, KpLysine, IHLeudne, M-Methionine, 
i^^vuparagioc, *~*r roil iic, ^^AsiuimuiDCf K^Argi nine, or^oerme, 
T«Threonine, V-Valine, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
^possible nudeotide insertion 










DPGEKSHWGEGLHQLREALKILAERVLILETMIG 
LYEPELGSGAGPAGTGTPSLLRGKRGGHATNYRI 
VAPRSRDERG 


3205 


A 


2810 


1652 


RTSTQKWQSVFNDSQEHLERFYCNPENDRMRM 
KYGGQEFWADLNAMNVYETTEFDQLRRLSTPPS 
SNVNSrraTVWKFFCRDHFGWREYPESVIRLffiE 
ANSRGLKEVRFMMWNNHYILHNSFFREEIKRRP 

T FTJSCFTT T PYT OTT nfrVPTOAPPPT FAT^QQOTTrP 

DGVTSANFYPETWVYMHPSQDFIQVPVSAEDKS 

YRIIYNLFHKTVPEFKYRILQILRVQNQELWEKY 

KRKKEYMNKKMFGRDRIINERHIJ^GTSQDV^ 

GICKHNFDPRVCGKHATMFGQGSYFAKKASYSH 

NFSKKSSKGVHFMFLAKVLTGRYTMGSHGMRR 

PPPVNPGSVTSDLYDSCVDNFFEPQIFVTFNDDQS 

YPYFVIQYEEVSNTVSI 


3206 


A 


297 


4500 


CLVDSKLWKGARSVYHQLFMSSLLMDLKYKKL 

FAVRFAKNYERLQSDYVTDDHDREFSVADLSVQ 

IFTVPSLAJIMLrreENLMSIIIKTFMDHLRHRDAQ 

GRFQFERYTALQAFKFRRVQSLILDLKYVLISKPT 

EWSDEl^QKFLEGFDAFLELLKCMQGMDPITRQ 

VGQHIEMEPEWEAAFTLQMKLTHVISMMQDWC 

ASDEKVLIEAYKKCLAVLMQCHGGYTDGEQPIT 

LSICGHSVETIRYCVSQEKVSIHLPVSRLLAGLHV 

LLSKSEVAYKFPELLPLSELSPPMLffiHPLRCLVL 

CAQVHAGMWRRNGFSLVNQIYYYHNVKCRRE 

MFDKDVVMLQTGVSMMDPNHFLMIMLSRFELY 

QIFSTPDYGKRFSSEITOKDVVQQNNTLIEEMLYL 

EMLVGERFSPGVGQVNATDEIKREIIHQLSIKPM 

AHSELVKSLPEDENKETGMESVIEAVAHFKKPGL 

TGRGMYELKPECAKEFNLYFYHFSRAEQSKAEE 

AQRKLKRQNREDTALPPPVLPPFCPLFASLVNILQ 

SDVMLCIMGTELQWAVEHNGYAWSESMLQRVL 

HLIGMALQEEKQHLENVTEEHVVTFTFTQKISKP 

GEAPKNSPSILAMLETLQNAPYLEVHKDMIRWIL 

KTr^AVKKMRESSPTSPVAETEGTIMEESSRDKD 

KAERKRKAEIARLRREKIMAQMSEMQRHFIDEN 

KELFQQTLELDASTSAVLDHSPVASDMTLTALGP 

AQTQVPEQRQFVTCILCQEEQEVKVESRAMVLA 

AFVQRSTVLSKNRSKFIQDPEKYDPLFMHPDLSC 

GTHTSSCGHIMHAHCWQRYFDSVQAKEQRRQQ 

RLRLHTSYDVENGEFLCPLCECLSNTVIPLLLPPR 

NIFNNRLNFSDQPNLTQWmTISQQIKALQFLRKE 

ESTPNNASTKNSENVDELQLPEGFRPDFRPKIPYS 

ESIKEMLTTFGTATYKVGLKVHPNEEDPRVPIMC 

WGSCAYHQSDERILSDEDKPLFGPLPCRLDDCLR 

SLTRFAAAHWTVASVSWQGHFCKPFASLVPND 

SHEELPCTJDIDMFHLLVGLVLAFPALQCQDFSGI 

SLGTGDLH1FHLVTMAHIIQILLTSCEBENGN1DQE 

NPPCEEESAVLALYKTLHQYTGSALKEIPSGWHL 

WRSVRAGIMPFLKCSALFFHYLNGVPSPPDIQVP 

GTSHFEHLCSYLSLPNNLICLFQENSEIMNSLIES 

WCRNSEVKRYLEGERDAIRYPRESNKLINLPEDY 

SSLINQASNFSCPKSGGDKSRAPTLCLVCGSLLCS 

QSYCCQTELEGEDVGACTAHTYSCGSGVGIFLR 

VRECQVLFLAGKTKGCFYSPPYLDDYGETDQGL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCystdne, D=Aspartic Add, 
^-Glutamic Add, ^Phenylalanine, OGIydne, H~HIstidine, 
I»Isoleudne, KpLysine, L^Leudne, M«Methionine t 
N=Asparagine, P»ProIine, Q=Glutamine, R-Arginine, S=Serine, 
•^Threonine, V^Valine, W^Tryptophan, Y ts Tyroslne 1 
X^Unknown, *«Stop codon, £=possible nucleotide deletion, 
\=possible nudeotide Insertion 










RRGNPLHLCKERFKKIQKLWHQHSVTEEIGHAQ 
EANQTLVG1DWQHL 


3207 


A 


49 


963 


QLSPSQAPAGAQEVARRVTVGSASHGGRRSTMA 

TTVSTQRGPVYIGELPQDFLRltPTQQQRQVQLD 

AQAAQQLQYGGAVGTVGRLNITVVQAKLAKNY 

GMTRMDPYCRLRLGYAVYETPTAHNGAKNPRW 

NKVfflCTVPPGVDSFYLEIFDERAFSMDDRIAWT 

HmPESLRQGKVEDKWYSLSGRQGDDKEGMINL 

WSYALLPAAMVMPPQPVVLMPTVYQQGVGY 

VPITGMPAVCSPGMVPVALPPAAVNAQPRCSEE 

DLKAIQDMFPNMDQEVIRSVLEAQRGNKDAAIN 

SLLQMGEEP 


3208 


A 


54 


1196 

{ 


LERTPASADMAWTKYQLFLAGUVCLVTGSINTLS 

AKWADNFMAEGCGGSKEHSFQHPFLQAVGMFL 

GEFSCLAAFYLLRCRAAGQSDSSVDPQQPFNPLL 

FLPPALCDMTGTSLMYVALNMTSASSFQMLRGA 

VIIFTGLFSVAFLGRRLVLSQWLGILATIAGLVVV 

GUVDLLSKHDSQHKLSEVITGDLLIIMAQIIVAIQ 

MVLEEKFVYKHNVHPIJRAVGTEGLFGFVTLSLLL 

VPMYYIPAGSFSGNPRGTLEDALDAFCQVGQQP 

LIAVALLGNISSIAFFNFAGISVTKEI^ATTRMVL 

DSLRTVVIWALSLALGWEAFHALQILGFLILLIGT 

ALYNGLHRPLLGRLSRGRPLAEESEQERLLGGTR 

TPINDAS 


3209 


A 


104 


1999 


AKWSLKEFSCFWRREKPVSSLSSLQVKAEASW 

DSAVHGCPQLSRGTPVDERLFLIVRVTVQLSHPA 

DMQLVLRKRICVNVHGRQGFAQSLLKKMSHRSS 

IPGCGVTFEIVSNIPEDAQGVEEREALARMAANV 

ENPASADSEAYIEKYLRSVLAVENLLTLDRLRQE 

VANHCEQLTGKGKLSRRSISSPNVNRLSGSRQDLIP 

SYSLGSNKGRWESQQDVSQTTVSRG1APAPALSV 

SPQNNHSPDPGLSNLAASYLNPVKSFVPQMPKLL 

KSLFPVRDEKRGKRPSPLAHQPVPRIMVQSASPDI 

RVTRMEEAQPEMGPDVLVQTMGAPALKICDKP 

AKVPSPPPVIAVTAVTPAPEAQDGPPSPLSEASSG 

YFSHSVSTATLSDALGPGLDAAAPPGSMPTAPEA 

EPEAPISHPPPPTAVPAEEPPGPQQLVSPGRERPDL 

EAPAPGSPFRVRRVRASELRSFSRMLAGDPGCSP 

GAEGNAPAPGAGGQALASDSEEADEVPEWLREG 

EFVTVGAHKTGVVRYVGPADFQEGTWVGVELD 

LPSGKNDGSIGGKQYFRCNPGYGLLVRPSRVRJR 

ATGPVRRRSTGLRLGAPEARRSATLSGSATNLAS 

LTAALAKADRSHKNPENRKSWAS 


3210 


A 


324 


694 


SPFWTEKRRMEKPLFPLVPLHWFGFGYTALWS 
GGIVGYVKTGSVPSLAAGLLFGSLAGLGAYQLY 
QDPRNVWGFLAAT^VTFVGVMGMRSYYYGKF 
MPVGLIAGASLLMAAKVGVRMLMTSD 


3211 


A 


1078 


594 


VGMELPAVNLKVILLGHWLLTTWGCIVFSGSYA 
WANFTIlJVLGVWAVAQRDSmAISMITLGGIXATI 
FLDIVHISIFYPRVSLTDTGRFGVGMAILSLLLKPL 
SCCFVYHMYRERGGELLVHTGFLGSSQDRSAYQ 
TTDSAEAPADPFAVPEGRSQDARGY 


3212 


A 


1 


1962 


FRCGLAPKGRPRRRADPVASAIMDPAEAVLQEK 
ALKFMMEFRSWCPGWNTMARSRLTATSTSRVQ 
CSMPRSLWLGCSSLADSMPSLRCLYNPGTGALT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D=>Aspartf c Acid, 
E=G)utamic Acid, ^Phenylalanine, G^GIydne, H^Histidlne, 
I^Isoleucine, K=Lyalne, L-Leudne, M«Methionine, 
N-Asparaglne, P**Proline, Q~GIutamine, R-Argintne, S=*Serine, 
T^Threonlne, V-Vallne, W^ryptophan, Y»Tyrosine, 
X=Unknown, *=Stop codon, /-possible nucleotide deletion, 
^possible nudeotide insertion 










AFQNSSEREDC^GEPPRKIIPEKNSLRQTYNSCA 

RLCLNQETVCLASTAMKTENCVAKTKLANGTSS 

MTVPKQRKLSASYEKEKELCVKYFEQWSESDQV 

EFVEHLISQMCHY QHGHINS YLKPMLQRDFTTAL 

PARGLDHIAENILSYLDAKSLCAAELVCKEWYR 

VTSDGMLWKKLIERMVRTDSLWRGLAERRGWG 

QYLFKNKPPDGNAPPNSFYRALYPKIIQDIETIES 

NWRCGRHSLQRIHCRSETSKGVYCLQYDDQKIV 

SGLRDNTIKIWDKNTLECKRILTGHTGSVLCLQY 

nFT?VTTTfr<lSn^TVRVWriVNTnT?MT XTTT TWHPF A 
JU»JC»I\. v 11 1 UOOJL/O 1 VI\V VV V It 1 VJCIVIJ^IN 1 1 . i n rn - r, /■% 

VLHLRFNNGMM\nrCSKDRSIAVWDMASPTDITL 

RRVLVGHRAAVNVVDFDDKYIVSASGDRTIKV 

WNTSTCEFVRTLNGHKRGIACLQYRDRLVVSGS 

SDNTIRLWDffiCGACLRVLEGHEELVRCIRFDNK 

RIVSGAYDGKIKVWDLVAALDPRAPAGTLCLRT 

LVEHSGRVFRLQFDEFQIVSSSHDDTILrWDFLND 

PAAQSEPPRSPSRTYTYISR 


3213 


A 


1 


1962 


FRCGLAPKGRPRRRADPVASAIMDPAEAVLQEK 

ALKFMMEFRSWCPGWNTMARSRLTATSTSRVQ 

CSMPRSLWLGCSSLADSMPSLRCLYNPGTGALT 

AFQNSSEREDCNNGEPPRKIIPEKNSLRQTYNSCA 

RLCLNQETVCLASTAMKTENCVAKTKLANGTSS 

MIWKQRKLSASYEKEKELCVKYFEQWSESDQV 

EFVEHLISQMCHYQHGHINSYLKPMLQRDF1TAL 

PARGLDHIAENILSYLDAKSLCAAELVCKEWYR 

VTSDGMLWKKLIERMVRTDSLWRGLAERRGWG 

QYLFKNKPPDGNAPPNSFYRALYPKHQDIETffiS 

NWRCGRHSLQRIHCRSETSKGVYCLQYDDQKIV 

SGLRDNTIKIWDKNTLECKRILTGHTGSVLCLQY 

nPRVTITfi^Sn^TVRVWnVNTYrFMT NTT THHPFA 

VlJEJLRFNNGMMVTCSKDRSIAVWDMASPTDrTL 

RRVLVGHRAAVNWDFDDKYIVSASGlbRTIKV 

WKTSTCEFVRILNGHKRGIACLQYRDRLVVSGS 

SDNTIRLWDIECGACLRVLEGHEELVRCIRFDNK 

RIVSGAYDGKDCVWDLVAALDPRAPAGTLCLRT 

LVEHSGRVFRLQFDEFQIVSSSHDDTILIWDFLND 

PAAQSEPPRSPSRTYTYISR 


3214 


A 


1 


1962 


FRCGLAPKGRPRRRADPVASAIMDPAEAVLQEK 

ALKFMMEFRSWCPGWNTMARSRLTATSTSRVQ 

CSMPRSLWLGCSSLADSMPSLRCLYNPGTGALT 

AFQNSSEREDCNNGEPPRKIffEKNSLRQTYNSCA 

RLCLNQETVCLASTAMKTENCVAKTBCLANGTSS 

MIWKQRKLSASYEKEKELCVKYFEQWSESDQV 

EFVEHLISQMCHYQHGHINSYLKPMLQRDFITAL 

PARGLDHIAENILSYLDAKSLCAAELVCKEWYR 

WSDGMLWKKLIERMVRTDSLWRGLAERRGWG 

QYLFKNKPPDGNAPPNSFYRALYPKEQDffiTffiS 

NWRCGRHSLQRIHCRSETSKGVYCLQYDDQKIV 

SGLRDNTIKIWDKNTLECKJRILTGHTGSVLCLQY 

DERVnTGSSDSTVRVWDVNTGEMLNTLIHHCEA 

VLHLRFNNGMMVTCSKDRSIAVWDMASPTDITL 

RRVLVGHRAAVNVVDFDDKYIVSASGDRTIKV 

WNTSTCEFVRTLNGHKRGIACLQYRDRLWSGS 

SDNTIRLWDIECGACLRVLEGHEELVRCIRFDNK 

RIVSGAYDGKIKVWDLVAALDPRAPAGTLCLRT 
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SEQ ID 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanlne OOysteine, D=Aspartic Add, 
E^GlutamJc Add, ^Phenylalanine, OGIydne, H=Histidine, 
Ialsoleudne, K^Lyslne, L^Leudne, MMVlethionine, 
N»Asparagtae, P=Proline, Q=Glutamtne, R»Arginine, S=Serine t 
^Threonine, V»VaIlne, W=Tryptophan, Y^yrosine, 
X=Unknown, *«Stop codon, /^possible nudeotide deletion, 
V=possible nudeotide insertion 










LVEHSGRVFRLQFDEFQIVSSSHDDTELIWDFLND 
PAAQSEPPRSPSRTYTYISR 


3215 


A 


2 


1376 


EARLVGCQRGGPARPGSYSSGAETAGRAMAAN 

LSRNGPALQEAYVRWTEKSPTDWALFTYEGNS 

NDIRVAGTGEGGLEEMVEELNSGKVMYAFCRV 

KDPNSGLPKFVLINWTGEGVNDVRKGACASHVS 

TMASFLKGAHVTINARAEEDVEPECIMEKVAKA 

SGANYSFHKESGRFQDVGPQAPVGSVYQKTNAV 

SETKRVGKDSFWAKAEKEEENRRLEEKRRAEEA 

QRQLEQERRERELREAARREQRYQEQGGEASPQ 

RTWEQQQEWSRNRNEQESAVHPREIFKQKERA 

MSTTSISSPQPGKLRSPFLQKQLTQPETHFGREPA 

AAISRPRADLPAEEPAPSTPPCLVQAEEEAVYEEP 

PEQETFYEQPPLVQQQGAGSEHIDHHIQGQGLSG 

OGLCARALYDYO AADDTEISFDPENLITGIEV1DE 

GWWRGYGPDGHFGMFPANYVELIE 


3216 


A 


936 


204 


AMASTLEYSPSPLRRLVGPAAGFSRAARADLSW 

DPMAFFTGLWGPFTCVSRVLSHHCFSTTGSLSAI 

QKMTRVRVVDNSALGNSPYHRAPRCIHVYKKN 

GVGKVGDQILLATKGQKKKALIVGHCMPGPRMT 

PRFDSNNWLBEDNGNPVGTRIKTPIPTSLRKREG 

EYSKVLAIAQNFV 


3217 


A 


1 


1563 


MLCALLLLPSLLGATRASPTSGPQECAKGSTVW 

CQDLQTAARCGAVGYCQGAVWNKPTAKSLPCD 

VCQDIAAAAGNGLNPDATESDELALVMKTCEWL 

PSQESSAGCKWMVDAHSSAILSMLRGAPDSAPA 

QVCTALSLCEPLQRHLATLRPLSKEDTFEAVAPF 

MANGPLTFHPRQAPEGALCQDCVRQVSRLQEAV 

RSNLTLADLNIQEQCESLGPGLAVLCKNYLFQFF 

VPADQALRLLPPQELCRKGGFCEELGAPARLTQ 

VVAMDGVPSLELGLPRKOSEMOMKAGVTCEVC 

MNVVQKLDHWLMSNSSELMITHAI^RVCSVMP 

ASITKECIILVDTYSPSLVQLVAKITPEKVCKFIRL 

CGNRRRARAVHDAYAIVPSPEWDAENQGSFCNG 

CKRLLTVSSHNLESKSTKRDILVAFKGGCSILPLP 

YMIQCKHFVTQYEPVLIESLKDMMDPVAVCKKV 

GACHGPRTPLLGTDQCALGPSFWCRSQEAAKLC 

NAVQHCQKHVWKEMHLHAGEHA 


3218 


A 


1 


1563 


MLCALLLLPSLLGATRASPTSGPQECAKGSTVW 

CQDLQTAARCGAVGYCQGAVWNKPTAKSLPCD 

VCQDIAAAAGNGLNPDATESDILALVMKTCEWL 

PSQESSAGCKWMVDAHSSAILSMLRGAPDSAPA 

QVCTALSLCEPLQRHLATLRPLSKEDTFEAVAPF 

MANGPLTFHPRQAPEGALCQDCVRQVSRLQEAV 

RSNLTLADLNIQEQCESLGPGLAVLCKNYLFQFF 

VPADQALRLLPPQELCRKGGFCEELGAPARLTQ 

WAMDGVPSLELGLPRKOSEMOMKAGVTCEVC 

MNVVQKLDHWLMSNSSELMITHALERVCSVMP 

ASITKECIILVDTYSPSLVQLVAKITPEKVCKFIRL 

CGNRRRARAVHDAYAIVPSPEWDAENQGSFCNG 

CKRIXTVSSHNLESKSTKRDILVAFKGGCSILPLP 

YM[QCKHFVTQYEPVLIESIJaDMMDPVAVCKKV 

GACHGPRTPLLGTDQCALGPSFWCRSQEAAKLC 

NAVQHCQKHVWKEMHLHAGEHA 


3219 


A 


1623 


572 


TSAEGWKGCTCTFKDRSKLREHLRSHTQEKVVA 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D»Aspartic Acid, 
E=Glutamic Add, ^Phenylalanine, G=Glydne, HNHistidine, 
I«lsoleudne, KHLysine, LHLeudne, M^Methionine, 
N=Asparagine, P=ProIlne, Q=Glutaraine, R-Argininc, S«Serinc, 
TaThreonine, V=Valine, W*Tryptophan, YefTyrosine, 
X«Unknown, *=Stop codon, ^possible nudeotide deletion, 
^possible nudeotide insertion 










CPTCGGMFANNTKFLDHIRRQTSLDQQHFQCSH 
CSKRFATERLLRDHMRNHVNHYKCPLCDMTCPL 
PSSLRNHMRFRHSEDRPFKCDCCDYSCTTNTT mi n 

KHLDTHSEEPAYRCDFENCTFSARSLCSIKSHYR 
KVHEGDSEPRYKCHVCDKCFTRGNNLTVHLRK 
KHQFKWPSGHPRFRYBCEHEDGYMRLQLVRYES 
VELTQQLLRQPQEGSGLGTSLNESSLQGELETVP 
GEPGRKEEEEEGKGSEGTALSASQDNPSSVIHW 
NQTOAQGQQEIVYYVLSEAPGEPPPVPEPPSGGI 
MEKLQGIAEEPEIQMV 


3220 


A 


2760 


745 


SLGIPSGNTRGTGLVLDGDTSYTYHLVCMGPEAS 

GWGQDEPQTWPTDHRAQQGVQRQGVSYSVHA 

YTGQPSPRGLHSENREDEGWQVYRLGARDAHQ 

GRPTWALRPEDGEDKEMKTYRLDAGDADPRRL 

CDLERERWAVIQGQAVRKSSTVATLQGTPDHGD 

PRTPGPPRSTPLEENWDREQIDFLAARQQFLSLE 

QANKGAPHSSPARGTPAGTTPGASQAPKAFNKP 

HLANGHVVPIKPQVKGVVREENKVRAVPTWAS 

VQWDDPGSLASVESPGTPKETPIEREIRLAQERE 

ADLREQRGLRQATDHQELVEIPTRPLLTKLSLITA 

PRRERGRPSLYVQRDIVQETQREEDHRREGLHV 

GRASTPDWVSEGPQPGLRRALSSDSILSPAPDAR 

AADPAPEVRKVNRIPPDAYQPYLSPGTPQLEFSA 

rvj/vrvjrwroDJL/D xjt\xZr\J\r\J\x orxSJ\ LLvxorX\ni^o&oo 

GKPLSTKQEASKPPRGCPQANRGWRWEYFRLR 
PLRFRAPDEPQQAQVPHVWGWEVAGAPALRLQ 
KSQSSDLLERERESVLRREQEVAEERRNALFPEV 
FSPTPDENSDQNSRSSSQASGITGSYSVSESPFFSPI 
HLHSNVA WTVEDPVDSAPPGORKKEOWY A GTN 

PSDGINSEVLEAIRVTRHKNAMAERWESRJYASE 
EDD 


3221 


A 


15 


478 


SRVFFFFFFFPAFKMSKRGRGGSSGAKFRISLGLP 
VGAVINCADNTGAKNLYIISVKGIKGRLNRLPAA 
GVGDMVMATVKKGKPELRKKVHPAVVIRQRKS 
YRRKDGVFLYFEDNAGVIVNNKGEMKGSAITGP 
VAKECADLWPRIASNAGSIA 


3222 


A 


207 


1321 


PLBPLHPANRSPATMAELQEVQITEEKPLLPGQTP 
EAAKTHSVETPYGSVTFTVYGTPKPKRPAILTYH 
DVGLNYKSCFQPLFQFEDMQEIIQNFVRVHVDAP 
GMEEGAPVFPLGYOYPSLDOLADMTPCVLOYT N 

UlYLlJJJUrU V X M, XJ\J X X X LJXJA-S \^A—i£\ 1 S XV XXX V_/ v Xj\J X. J-»1N 

FSTQGVGVGAGAYILARYALNHPDTVEGLVLIN1 

DPNAKGWMDWAAHKLTGLTSSIPEMILGHLFSQ 

EELSGNSELIQKYRNIITHAPNLDNIELYWNSYNN 

RRDLNFERGGDITLRCPVMLWGDQAPHEDAW 

ECNSKLDPTQTSFLKMADSGGQPQLTQPGKLTE 

AFKYFLQGMGYMASSCMTRLSRSRTASLTSAAS 

VDGNRSRSRTLSQSSESGTLSSGPPGHTMEVSC 


3223 


A 


132 


1664 


SARRWGAAGAGPHGLHLRAHGPRPSVRTGLPSV 

GRQAAGAAMGRGWGFLFGLLGAVWLLSSGHGE 

EQPPETAAQRCTCQVSGYLDDCTCDVETIDRFNN 

YRLFPRLQKLLESDYFRYYKVNLKRPCPFWNDIS 

QCGRRDCAVKPCQSDEVPDGIKSASYKYSEEAN 

NLIEECEQAERLGAVDESLSEETQKAVLQWTKH 

DDSSDNFCEADDIQSPEAEYVDLLLNPERYTGYK 

GPDAWKIWNVIYEENCFKPQTIKRPLNPLASGQG 



288 



WO 01/57190 PCT/US01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
odd residue of 
peptide 
sequence 


Amino add sequence (A^AIanlne OCystelne, D-Aspartic Add, 
E-Glutamic Acid, F«Pheny (alanine, (Mtydne, H»Histidine, 
I-Isoleucine, K-Lysine, L^Leudne, M-Methionine, 
N^AsparaginetP-Proline, Q=G!utamlne, R=Arginine, S=Serine, 
T^Threonine, V«Valine, W^Tryptophan, Y-»Tyrosine» 
X=Unknown, *=Stop codon, ^possible nndeotlde deletion, 
V=posstble nudeotide insertion 










TSEENTFYSWLEGLCVEKRAFYRLISG1JEIASINV 

HLSARYLLQETWIJEKKWGHNITEFQQRFDGILTE 

GEGPRRLKNLYFLYLIELRALSKVLPFFERPDFQL 

FTGNKIQDEENKMLLLEEiHEIKSFPLHFDENSFF 

AGDKKEAHKLKEDFRLHFRNISRIMDCVGCFKC 

RLWGKLQTQGLGTALKILFSEKLIANMPESGPSY 

EFHLTRQEIVSLFNAFGRISYKCERIRKTSKNLLQ 

NIH 


3224 


A 


2 


803 


PGSTISWDRDAAGESGTRAASPSPSGSRTAGRLP 

SPSYSPLPAPSLFPPPPLPAPAASTMSAGGDFGNP 

LJ^KFKLVFLGEQSVGKTSLrTRFMYDSFDNTYQA 

TIGIDFLSKTMYLEDRTVRLQLWDTAGQERFRSL 

IPSYIRDSWAVVVYDITNLNSFQQTSKWIDDVRT 

ERGSDVnMLVGNKTDLADKRQITIEEGEQRAKE 

LSVMFIETSAKTGYNVKQLFRRVASALPGMENV 

QEKSKEGMIDIKLDKPQEPPASEGGCSC 


3225 


A 


3 


5054 


PEVTKPSLSQPTAASPIGSSPSPPVNGGNNAKRVA 

VPNGQPPSAARYMPREVPPRFRCQQDHKVLLKR 

GQPPPPSCMLLGGGAGPPPCTAPGANPNNAQVT 

GALLQSESGTAPDSTLGGAAASNYANSTWGSGA 

SSNNGTSPNPIHIWDKVIVIX3SDMEEWPCIASKD 

TESSSENTTDNNSASNPGSEKSTLPGSTTSNKGK 

GSQCQSASSGNECNLGVWKSDPKAKSVQSSNST 

TEMWGLGNWRNVSGQDRIGPGSGFSNFNPNSN 

PSAWPALVQEGTSRKGALETDNSNSSAQVSTVG 

QTSREQQSKMENAGVNFVVSGREQAQIHNTDGP 

KNGNTNSLNLSSPNPMENKGMPFGMGLGNTSRS 

TOAPSQSTGDRKTGSVGSWGAARGPSGTDTVSG 

QSNSGNNGNNGKEREDSWKGASVQKSTGSKND 

SWDNNNRSTGGSWNFGPQDSNDNKWGEGNKM 

TSGVSQGEWKQPTGSDELKIGEWSGPNQPNSST 

GAWDNQKGHPLLENQGNAQAPCWGRSSSSTGS 

EVEGQSTGSNHKAGSSDSHNSGRRSYRPTHPDC 

QAVLQTLLSRTDLDPRVLSNTGWGQTQIKQDTV 

WDIEEVPRPEGKSDKGTEGWESAATQTKNSGG 

WGDAPSQSNQMKSGWGELSASTEWKDPKNTGG 

WNDYKNNNSSNWGGGRPDEKTPSSWNENPSKD 

QGWGGGRQPNQGWSSGKNGWGEEVDQTKNSN 

WESSASKPVSGWGEGGQNEIGTWGNGGNASLA 

SKGGWEDCKRSPAWNETGRQPNSWNKQHQQQ 

QPPQQPPPPQPEASGSWGGPPPPPPGNVRPSNSS 

WSSGPQPATPKDEEPSGWEEPSPQSISRKMDIDD 

GTSAWGDPNSYNYKNVNLWDKNSQGGPAPREP 

NLPTPMTSKSASDSKSMQDGWGESDGPVTGARH 

PSWEEEEDGGVWNTTGSQGSASSHNSASWGQG 

GKKQMKCSLKGGNNDSWMNPLAKQFSNMGLL 

SQTEDNPSSKMDLSVGSLSDKKFDVDKRAMNLG 

DFNDIMRKDRSGFRPPNSKDMGTTDSGPYFEKG 

GSHGLFGNSTAQSRGLHTPVQPLNSSPSLRAQVP 

PQFISPQVSASMLKQFPNSGLSPGLFNVGPQLSPQ 

QIAMLSQLPQIPQFQLACQLLLQQQQQQQLLQN 

QRKISQAVRQQQEQQLARMVSALQQQQQQQQR 

QPGMKHSPSHPVGPKPHLDNMVPNALNVGLPDL 

QTKGPIPGYGSGFSSGGMDYGMVGGKEAGTESR 

FKQ WTSMMEGLPS VATQEANMHKNGAIV APGK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D»Aspartic Acid, 
E-Glutamlc Acid, {^Phenylalanine, G=GIycine, H«Histidine, 
I a Isoleucine, K«Lysine, l^Leucine, M^Metnionine, 
N^Asparagine, P»ProHne, Q=Glutamine, R^Arginine, S=Serine, 
T=»Threonine, V^Vaiine, W«Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon,/=possible nucleotide deletion, 
\=possible nucleotide insertion 










TRGGSPYNQFDIIPGDTLGGHTQPAGDSWLPAKS 

PPTNKIGSKSSNASWPPEFQPGVPWKGIQNIDPES 

DPYVTPGSVLGGTATSPIVDTDHQLLRDNTTGSN 

SSLNTSLPSPGAWPYSASDNSFTNVHSTSAKFPD 

YKSTWSPDPIGHNPTHLSNKMWKNHISSRNTTPL 

PRPPPGLTOPKPSSPWSSTAPRSVRGWGTQDSRL 

ASASTWSDGGSVRPSYWLVLHNLTPQIDGSTLRT 

ICMQHGPLLTFHLNLTQGTALIRYSTKQEAAKAQ 

TALrMCVLGNTTILAEFATDDEVSRFLAQAQPPT 

PAATPSAPAAGWQSLETGQNQSDPVGPALNLFG 

GSTGLGQWSSSAGGSSGADLAGASLWGPPNYSS 

SLWGVPTVEDPHRMGSPAPLLPGDLLGGGSDSI 


3226 


A 


200 


1387 


VPWKRQDEQLSLQVETLYLDSPAVIHLLSPTFLP 

PSSLPPFLQIVDSSSSACTLDSFFPFLAPWDSPQDC 

GFKDHQPLTLQALTVELARWTLMLLLSTAMYG 

AHAPLLALCHVDGRVPFRPSSAVLLTELTKLLLC 

AFSLLVGWQAWPQGPPPWRQAAPFALSALLYG 

ANNNLVIYLQRYMDPSTYQVLSNLKIGSTAVLY 

CLCLRHRLSVRQGLALLLLMAAGACYAAGGLQ 

WGNTLPSPPPAAAASPMPLHTTPLGLLLLILYCLI 

SGLSSVYTELLMKRQRLPLALQNLFLYTFGVLLN 

LGLHAGGGSGPGLLEGFSGWAALWLSQALNGL 

LMSAVMKHGSSITRLFWSCSLVVKAVLSAVLL 

RLQLTAAFFLATLLIGLAMRLYYGSR 


3227 


A 


1 


679 


RSTRARTRRPGLRAVPLPVGGFLGKMKWVWAL 

LLLAALGSGRAERDCRVSSFRVKENFDKARFSGT 

WYAMAKKDPEGLFLQDNIVAEFSVDETGQMSA 

TAKGRVRLLNNWDVCADMVGTFTDTEDPAKFK 

MKYWGVASFLQKGNDDHWIVDTDYDTYAVQY 

SCRLLNLDGTCADSYSFVFSRDPNGLPPEAQKTV 

RQRQEELCLARQYRLIVHNGYCDGRSEKNLL 


3228 


A 


430 


1104 


QQESPAAGAARMNCKEGTDSSCGCRGNDEKKM 

LKCVWGDGAVGKTCLLMSYANDAFPEEYVPT 

VFDHYAVTVTVGGKQHLLGLYDTAGQEDYNQL 

RPLSYPNTDVFLICFSVVNPASYHNVQEEWVPEL 

KDCMPHVPYVLIGTQIDLRDDPKTLARLLYMKE 

KPLTYEHGVKLAKAIGAQCYLECSALTQKGLKA 

VFDEAILTIFHPKKKKKRCSEGHSCCSII 


3229 


A 


25 


722 


AISAGRSAKMQLKPMEINPEMLNKVLSRLGYAG 

QWRFVDVLGLEEESLGSVPAPACALLLLFPLTAQ 

HENFRKKQIEELKGQEVSPKVYFMKQTIGNSCGT 

IGLIHAVANNQDKLGFEDGSVLKQFLSETEKMSP 

EDRAKCFEKNEAIQAAHDAVAQEGQCRVDDKV 

NFHFTLFNNVDGHLYELDGRMPFPVNHGASSEDT 

LLKDAAKVCREFTEREQGEVRFSAVALCKAA 


3230 


A 


282 


1479 


GDAATTACAPPDWFLGPRKLAAGPAGGGMLPR 

RLLAAWLAGTRGGGLLALLANQCRFVTGLRVR 

RAQQIAQLYGRLYSESSRRVLLGRLWRRLHGRP 

GHASALMAALAGVFVWDEERIQEEELQRSINEM 

KRLEEMSNMFQSSGVQHHPPEPKAQTEGNEDSE 

GKEQRWEMVMDKKHFKLWRRPITGTHLYQYRV 

FGTYTDVTPRQFFNVQLDTEYRKKWDALVIKLE 

VIERDVVSGSEVLHWVTHFPYPMYSRDYVYVRR 

YSVDQENNMMVLVSRAVEHPSVPESPEFVRVRS 

YESQMVIRPHKSFDENGFDYLLTYSDNPQTVFPR 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to Orst amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, D=Aspartic Add, 
£»Glutamic Add, ^Phenylalanine, G=Glycine, H^Htstidine, 
I**lsoleurine, KpLysine, L=Leucine, M=Methionine, 
N=Asparagine, P=Proline, Q=GIutamlne, R^Arginine, S=Serine, 
T«Threonine, V»Valine, W«Tryptophan, Y^Tyrosine, 
X=Unkno\vn, *=Stop codon, /=possible nucleotide deletion, 
^possible nucleotide insertion 










YCVSWMVSSGMPDFLEKLHMATLKAKNMEIKV 
KDYISAKPLEMSSEAKATSQSSERKNEGSCGPAR 
IEYA 


3231 


A 


2117 


590 


FVPEPPEAGASSPCAPGDPDMSFRKWRQSKFRH 

WGQPVKNDQCYEDIRVSRVTWDSTFCAVNPKF 

LAVTVEASGGGAFLVLPLSKTGRIDKAYPTVCGH 

TGPVLDroWCPffiTOEVIASGSEDCTVMVWQIPE 

NGLTSPLTEPVWLEGHTKRVGIIAWHPTARNVL 

LSAGCDNVVLIWNVGTAEELYRLDSLHPDLIYN 

VSWNHNGSLFCSACKDKSVRIIDPRRGTLVAERE 

KAHEGARPMRAIFl^DGKVFTTGFSRMSERQLA 

LWDPENLEEPMALQELDSSNGALLPFYDPDTSV 

VYVCGKGDSSIRYFEITEEPPYIHFLNTFTSKEPQR 

GMGSMPKRGLEVSKCEIARFYKLHERKCEPIVM 

TVPRKSDLFQDDLYPDTAGPEAALEAEEWVSGR 

DADPILISLREAYVPSKQRDLKISRRNVLSDSRPA 

MAPGSSHLGAPASTTTAADATPSGSLARAGEAG 

KLEEVMQELRALRALVKEQGDRICRLEEQLGRM 

ENGDA 


3232 


A 


3 


718 


RLREDDRRGLPLSSPLWTEPPLSCCLPATYPADM 
GTAGAMQLCWVILGFLLFRGHNSQPTMTQTSSS 
QGGLGGLSLTTEPVSSNPGYIPSSEANRPSHLSST 
GTPGAGVPSSGRDGGTSRDTFQTVPPNSTTMSLS 
MREDATILPSPTSETVLTVAAFGVISFIVILVVVVI 
ILVGWSLRFKCRKSKESEDPQKPGSSGLSESCST 
ANGEKDSITLISMKNINMNNGKQSLSAEKVL 


3233 


A 


3 


718 


RLREDDRRGLPLSSPLWTEPPLSCCLPATYPADM 
GTAGAMQLCWVILGFLLFRGHNSQPTMTQTSSS 
QGGLGGLSLTTEPVSSNPGYIPSSEANRPSHLSST 
GTPGAGVPSSGRDGGTSRDTFQTVPPNSTTMSLS 
MREDATILPSPTSETVLTVAAFGVISFIVILVVVVI 
ILVGWSLRFKCRKSKESEDPQKPGSSGLSESCST 
ANGEKDSITLISMKNINMNNGKQSLSAEKVL 


3234 


A 


1169 


4292 


AGDCGRLGVGGSEFPWEGSALGASPLPPICLQSR 

TWLLRAPAPAELGELEEVAAGRGDVWEPFLDSP 

GREESLQEASPRLADHGSSSGGGWEVKRSQRLR 

RGPSSPRRPYQDMEYERRGGRGDRTGRYGATDR 

SQDDGGENRSRDHDYRDMDYRSYPREYGSQEG 

KHDYDDSSEEQSAEDSYEASPGSETQRRRRRRH 

RHSPTGPPGFPRDGDYRDQDYRTEQGEEEEEEED 

EEEEEKASNTVMLRMLPQAATEDDIRGQLQSHG 

VQAREVRLMRNKSSGQSRGFAFVEFSHLQDATR 

WMEANQHSLMLGQKVSMHYSDPKPKINEDWL 

CNKCGVQNFKRREKCFKCGVPKSEAEQKLPLGT 

RLDQQTLPLGGRELSQGLLPLPQPYQAQGVLAS 

QALSQGSEPSSENANDTHLRNLNPHSTMDSILGA 

LAPYAVLSSSNVRVIKDKQTQLNRGFAFIQLSTIE 

AAQLLQILQALHPPLTEDGKTINVEFAKGSKRDM 

ASNEGSRISAASVASTAIAAAQWAISQASQGGEG 

TWATSEEPPVDYSYYQQDEGYGNSQGTESSLYA 

HGYLKGTKGPGITGTKGDPTGAGPEASLEPGADS 

VSMQAFSRPQPGAAPGIYQQSAEASSSQGTAANS 

QSYTIMSPAVLKSELQSPTHPSSALPPATSPTAQE 

SYSQYPVPDVSTYQYDETSGYYYDPQTGLYYDP 

NSQYYYNAQSQQYLYWDGERRTYVPALEQSAD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

locution 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
seqaence 


Amino acid sequence (A=Alanine OCy stein e, D«Aspartic Add, 
E-=Glutamic Add, (^Phenylalanine, OGIydne, H»Histidine, 
I=Isolcudne, K«Lysine, LriLeudne, M-Methionine, 
N»Asparagine, PHProline, Q»Glutamlne, R»Arginine, S^Serine, 
^Threonine, V^Valine, W^ryptophan, Y=0>roslne, 
X=Unknown, *-Stop codon, ^possible nudeotide deletion, 
V»posslble nudeotide insertion 










GHKETGAPSKEGKEKKEKHKTKTAQQIAKDME 

RWARSLNKQKENFKNSFQPISSLRDDERRESATA 

DAGYAILEKKGALAERQHTSMDLPKLASDDRPS 

PPRGLVAAYSGBSDSEEEQERGGPEREEKLTDW 

QKLACLLCRRQFPSKEALIRHQQLSGLHKQNLEI 

HRRAHLSENELEALEKNDMEQMKYRDRAAERR 

EKYGIPEPPEPKRRKYGGISTASVDFEQPTRDGLG 

SDNIGSRMLQAMGWKEGSGLGRKKQGIVTPDBA 

QTRVRGSGLGARGSSYGVTSTESYKETLHKTMV 

TRFNEAQ 


3235 


A 


3 


1217 


PSFLNTGLGPTALGVLGGAGAGLMSNPSPQVPEE 

EASTSVCRPKSSMASTSRRQRRERRFRRYLSAGR 

LVRAQALLQRHPGLDVDAGQPPPLHRACARHD 

APALCLLLRLGADPAHQDRHGDTALHAAARQG 

PDAYTDF^PLLSRCPSAMGIKNKDGETPGQILG 

WOPPWnRAFFFFFnDASKFRFWROKLOCrFT FD 

EWQEVMGRFEGDASHETQEPESFSAWSDRLARE 

HAQKCQQQQREAEGSCRPPRAEGSSQSWRQQEE 

EQRLFRERARAKEEELRESRARRAQEALGDREP 

KPTRAGPREEHPRGAGRGSLWRFGDVPWPCPGG 

GDPEAMAAALVARGPPLEEQGALRRYLRVQQV 

RWHPDRFLQRFRSQIETWELGRVMGAVTALSQA 

LNRHAEALK 


3236 


A 


3 


1416 


GPASGMAEPTSDFETPIGWHASPELTPTLGPLSDT 

APPRDRWMFWAMLPPPPPPLTSSLPAAGSKPSSE 

SQPPMEAQSLPGAPPPFDAQILPGAQPPFDAQSPL 

DSQPQPSGQPWNrlL\STSWYWRQSSDRFPRHQK 

SLNPAVKNSYYPRKYDAKFTDFSLPPSRKQKKK 

KRKEPWHFFCDTCDRGFKNQEKYDKHMSEHTK 

CPELDCSFTAHEKIVOFHWRNM^ 

TPEEIARWREERRKNYPTLAMERKKKLKLEBCEK 

RGAVLTTTQYGKMKGMSRHSQMAKIRSPGKNH 

KWKNDNSRQRAVTG5GSHLCDLKLEGPPEANA 

DPLGVLINSDSESDKEEKPQHSVIPKEVTPALCSL 

MSSYGSLSGSESEPEETPIKTEADVLAENQVLDSS 

APKSPSQDVKATVKNFSEAKSENRKKSFEKTNPK 

REKRLSQLSNmTKNTPSISLGNASSSGHST 


3237 


A 


3806 


2204 


FVGEQEGGCEAGAGRGAQTYPGEAGERWFGRR 

RRRGRVVSRKKMSLKSERRGIHVDQSDLLCKKG 

CGYYGNPAWQGFCSKCWREEYHKARQKQIQED 

WELAERLQREEEEAFASSQSSQGAQSLTFSKFEE 

KKTNEKTRKVTTVKKFFSASSRVGSKKEIQEAKA 

PSPSINRQTSEBTDRVSKEFIEFLKTFHKTGQEIYK 

QTECLFLEGMHYKRDLSIEEQSECAQDFYHNVAE 

RMQTRGKWPERVEKMDQIEKYIMTRLYKYVF 

CTETTDDEKKDIJUOKRIRA1JIWVTPOMLCVPV 

NEDIPEVSDMVVKAITDIIEMDSKRVPRDKLACIT 

KCSKrflFNAIKITECNEPASADDFLPTLIYIVLKGNP 

PRLQSNIQYITRFCNPSRLMTGEDGYYFTNLCCA 

VAFffiKLDAQSLNLSQEDFDRYMSGQTSPRKQEA 

ESWSPDACLGVKQMYKNLDLLSQLNERQERIMN 

EAKKLEKDLIDWTDGIAREVQDIVEKYPLEIKPP 

NQPLAAIDSENVENDKLPPPLQPQVYAG 


3238 


A 


1373 


449 


VLSVCPTGVFRPAPCRMAFMKKYLLPILGLFMA 
YYYYSANEEFRPEMLQGKKVTVTGASKGIGREM 
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aJEQ ID 
NO: 


Metood 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to lost amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A^Alanine OCysteine, D^Aspartic Acid, 
E-Glutamic Add, ^Phenylalanine, OGlycine, H-Histidine, 
I^Isoleucine, K-Lysine, L^Leudne, M~MethlonIne, 
N°Asparagine,P«ProUne, Q»Glutainine,R-Arglnine, S=Serlne, 
^Threonine, V»Valinc, W^Tryptophan, Y-Tyrosine, 
X»Unknown, *«Stop codon, /^possible nudeotide deletion, 
Wpossible nudeotide insertion 










AYHLAKMGAHVVVTARSKETLQKVVSHCLELG 

AASAHY1AGTMEDMTFAEQFVAQAGKLMGGLD 

MLILNHIThrrSLNLFHDDIHHVKECSM^ 

VLTVAALPMLKQSNGSIVWSSLAGKVAYPMVA 

AYSASKFALDGFFSSIRKEYSVSRVNVSnLCVLG 

LIDTETAMKAVSGIVHMQAAPKEECALEIIKGGA 

LRQEEVYYDSSLWTIlJJR!NPCRKILEr^ 

MDRFINK 


3239 


A 


213 


422 


ERTMQLEIKVALNFIIFYLYNKLLW/QPIJaCK*EA 
HWYPDKPLKGSGFHT/GEMVDPVGELAAKRSGL 
TVED 


3240 


A 


1255 


1425 


HESYHVNPNLCNPVAPTSGAHSIG*KWPSWLGA 
VAHSCNPSTLVGRGGR1TRGQELR 


3241 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEAS 
GCPGADRNLLVYSFYEKGPLTFRDVAIEFSLEEW 
QCLDTAQQDLYRKVMLENYKNLVFLAGIAVSKP 
DLITCLEQGKEPWNMKRHAMVDQPPGR 


3242 


A 


50 


241 


PLPARGKSTLPATFCSPSAPELASMSWPPNRSQT 
GWPRGVTQFGNKYIQQTKPLTLERTINL 


3243 


A 


380 


702 


FVAYLKLPFFSQVCLFASSEMFFTISRKNMSQKLS 
LLLLVFGLIWGLMLLHYTFQQPKHQSSVKLREQI 
LDLSKRYVKALAEENKNTVDVENGASMAGYGK 
ITVEYF 


3244 


A 


37 


1391 


VLMDGRMMRSMRLREEESPGPSHTASCLCGSAP 

CILCSCCPASRNSWSRIJFTrTLFLGVLVSIIMLSP 

GVESQLYKLPWVCEEGAG1PTVLQGHIDCGSLLG 

YRA VYRMCFATAAFFFFFTLLMLC VSS SRDPRA 

AIQNGFWFFKFLILVGLTVGAFYIPDGSrTNIWFY 

FGWGSFLF3LIQLVLLIDFAHSWNQRWLGKAEE 

CDSRAWYAGLFFFILLFYLLSIAAVALMFMYYT 

EPSGCHEGKVHSLNLTFCVCVSIAAVLPKVQDA 

QPNSGLLQASVITLYTMFVTWSALSSIPEQKCNP 

HLPTQLGNETWAGPEGYETQWWDAPSIVGLIIF 

IXCTLHSLRSSDHRQVNSLMQTEECPPMLDATQ 

QQQQVAACEGRAFDNEQDGVTYSYSFFHFCLVL 

ASLHVMMTLTNWYKPGETRKMISTWTAVWV^ 

CASWAGLLLYL 


3245 


A 


52 


426 


SSLGNEDDEILSLAKDITGMFVASHRKMRAHQV 
LTFLLLFVITSVASENASTSRGCGLDLLPQYVSLC 
DLDAIWGIWEAAAGAGAH1LLLMHLLVRLPF 
FKEKEKKSPVGLHFLFLLGTLGP 


3246 


A 


3 


515 


HEVCGSGCCCHCCAGGPVARQKALPRLRGVMS 

RFLNVLRSWLVMVSIIAMGNTLQSFRDHTFLYEK 

LYTGKPNLVNGLQARTFGIWTLLSSVIRCLCAIDI 

HNKTLYfflTLWTFLLALGHFLSELFVYGTAAPTI 

GVLAPLMVASFSILGMLVGLRYLEVEPVSRQKK 

RN 


3247 


A 


1 


932 


ERLCFPCMQSKIYSYMSPNKCSGMRFPLQEENSV 

THHEVKCQGKPLAGIYRKREEKRNAGNAVRSA 

MKSEEQKEKDARKGPLVPFPNQKSEAAEPPKTPP 

SSCDSTNAAIAKQALKKPDCGKQAPRKKAQGKT 

QQNRKLTDFYPVRRSSRKSKAELQSEERKRIDELI 

ESGKEEGMKIDLEDGKGRGVIATKQFSRGDFWE 

YHGDLffilTDAKKREALYAQDPSTGCYMYYFQY 

l^KTYCVDATRETNRLGRLINHSKCGNCQTKLH 
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SEQID 
NO: 


Method 


Predicted 
beginning 

UUt.ICUt.lUC 

location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 
nucleotide 

In^a ti f\ n 
luva 11 DU 

corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine OCysteine, D^Aspartic Add, 
E=Glutaraic Add, F=Phenylalanine, G=Glydne, EHEBstidine, 

laTonfiMf J*tn a TtssT Vf c J rt f* | bT jftftj*dnit — - a flit a** J n « 

l H JU>UlCUCinCf jXr^JujB 1 II Cy Xj^J-tCUCIIICj iTi^jTieinioninc) 

N^Asparagtne, P«ProIine, Q=Glutamine, R=Arginine, S=Serine, 
T^Threonine, V^VaJine, W=Tryptophan, Y^yrosine, 
X^Unknown, *-Stop codon, /^possible nucleotide deletion, 
\=poasible nudeotide insertion 










DIDGVPHLILIASRDIAAGEELLYDYGDRSKASIE 
AHPWLKH 


3248 


A 


3 


870 


PGSHSCSELKGTQCRATAGSRGRRPPMTCWLRG 

VTATFGRPAEWPGYLSHLCGRSAAMDLGPMRK 

SYRGDREAFEETHLTSLDPVKQFAAWFEEAVQC 

PDIGEANAMCLATCTRDGKPSARMLLLKGFGKD 

GFRFFTNFESRKGKELDSNPFASLVFnVEPLNRQ 

VRVEGPVKKLPEEEAECYFHSRPKSSQIGAWSH 

QSSV1PDREYLRKKNEELEQLYQDQEVPKPKSW 

GGYVLYPQVMEFWQGQTORIJmRIVFRRGLPTG 

DSPLGPMTHRGEEDWLYERLAP 


3249 


A 


43 


1210 


TOVGRGESGLKMEVKPPPGRPQPDSGRRRRRRG 

EEGHDPKEPEQLRKLFIGGLSFETTDDSLREHFEK 

WGTLTDCWMRDPQTKRSRGFGFVTYSCVEEV 

DAAMCARPHKVDGRWEPKRAVSREDSVKPGA 

HLTVKKIFVGGIKEDTEEYNLRDYFEKYGKIETTE 

Al T luuA T w will Mutt f A t 01 9 A J. ™ M\ M ^.1 f A 4. JmJ-M.^ X NJIVLLJ A JUL^ 

VMEDRQSGKKRGFAFVTFDDHDTVDKTVVQKY 

HUNGHNCEVKKALSKQEMQSAGSQRGRGGGS 

GNFMGRGGNFGGGGGNFGRGGNFGGRGGYGG 

GGGGSRGSYGGGDGGYNGFGGDGGNYGGGPG 

YSSRGGYGGGGPGYGNQGGGYGGGGGYDGYN 

EGGNFGGGNYGGGGNYNDFGNYSGQQQSNYGP 

MKGGSFGGRSSGSPYGGGYGSGGGSGGYGSRRF 


3250 


A 


32 


1175 


VAGRGDMAALRDAEIQKDVQTYYGQVLKRSAD 

LQTNGCVTTARPVPKHIREALQNVHEEVALRYY 

GCGLVIPEHLENCWILDLGSGSGRDCYVLSQLVG 

EKGHVTGIDMTKGQVEVAEKYLDYHMEKYGFQ 

ASNVTFIHGYIEKLGEAGIKNESHDIVVSNCVINL 

VPDKQQVLQEAYRVLKHGGELYFSDVYTSLELP 

EEIRTHKVLWGECLGGALYWKJEIAVLAQKIGFC 

PPRLVTANLITIQNKELERV1GDCRFVSATFRLFK 

HSKTGPTKRCQVIYNGGITGHEKELMFDANFTFK 

EGEIVEVDEETAAILKNSRFAQDFLIRPIGEKLPTS 

GGCSALELKDHTDPFKLAEESDSMKSRCVPDAA 

GGCCGTKKSC 


3251 


A 


32 


1175 


VAGRGDMAALRDAEIQKDVQTYYGQVLKRSAD 

LQTNGCVTTARPVPKHIREALQNVHEEVALRYY 

GCGLVIPEHLENCWILDLGSGSGRDCYVLSQLVG 

EKGHVTGIDMTKGQVEVAEKYLDYHMEKYGFQ 

ASNVTFIHGYIEKLGEAGIKNESHDIVVSNCVINL 

VPDKQQVLQEAYRVLKHGGELYFSDVYTSLELP 

EEIRTHKVLWGECLGGALYWKELAVLAQKIGFC 

PPRLVTANLITIQNKELERVIGDCRFVSA1TRLFK 

HSKTGPTKRCQVIYNGGITGHEKELMFDAOTTFK 

EGEIVEVDEETAAILKNSRFAQDFLIRPIGEKLPTS 

GGCS ALELKDIITDPFKLAEESD SMKSRCVPDAA 

GGCCGTKKSC 


3252 


A 


1 


574 


PLGSNTAPALRVMVQAWYMDDAPGDPRQPHRP 

DPGRPVGLEQLRRLGVLYWKLDADKYENDPELE 

KIRRERNYSWMDnTICKDKLPNYEEKIKMFYEE 

HLHLDDEIRYILDGSGYFDVRDKEDQWIRIFMEK 

GDMVTLPAGIYHRFTVDEKNYTKLAMRLFVGEPV 

WTAYNRPADHFEARGQYVKFLAQTA 


3253 


A 


2 


984 


ARAAAHCGICRLVRWWRKRRSVMGIQTSPVLLA 
SLGVGLVTLLGLAVGSYLVRRSRRPQVTLLDPNE 
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SEQ0) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCystdne, D=>Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G=Glycint, H=Histidlne, 
Msoleudne, KpLyslne, J>JLeudne, [^Methionine, 
N-*Asparagine, P-Prollne, Q=Glutamlne, R=Argintne, S=Serine, 
T^Threonlne, V^Valine, W^Tryptopban, Y<=OTyrosine, 
X=Un known, *«Stop codon, /^possible nucleotide deletion, 
\=possib!e nucleotide insertion 










KYIXRIXDKTTVSHNTKIU^ALPTAHHTLGLPV 

GKHIYLSTRIDGSLVIRPYTPVTSDEDQGYVDLVI 

KVYLKGVHPKFPEGGKMSQYLDSLKVGDWEF 

RGPSG1XTYTGKGHFMQPNKKSPPEPRVAKKLG 

MIAGGTGITPMLQLIRAILKVPEDPTQCFLLFANQ 

TEKDIILREDLEELQARYPNRFKLWFTLDHPPKD 

WAYSKGFVTADMIREHLPAPGDDVLVLLCGPPP 

MVQLACHPNLDKLGYSQKMRFTY 


3254 


A 


1 


968 


LQSAGEGVTHVLILLESPARPVAAVTQVQRRRY 

HRLSDMSMLAERRRKQKWAVDPQNTAWSNDD 

SKFGORMLEKMGWSKGKGLGAOEOGATDHIKV 

QVKNNHLGLGATOINEDN\\1AHQDDFNQLLAEL 

NTCHGQETTDSSDKKEKKSFSLEEKSKISKNRVH 

YMKFTKGKDLS SRSKTDLDCIFGKROSKKTPEG 

DASPSTPEENETTTTSAFTIQEYFAKRMAALKNK 

PQVPWGSDISETQVERKRGKKRNKEATGKDVE 

SYLQPKAKRHTEGKPERAEAQERVAKKKSAPAE 

EQLRGPCWDQSSKASAQDAGDHVQPA 


3255 


A 


173 


439 


GSAAMKVKDCCWNGVATWLWVANDENCGICR 

MAFNGCCPDCKVPGDDCPLVWGQCSHCFHMHC 

ELKWLHAQQVQQHCPMCRQEWKFKE 


3256 


A 


2 


377 


TAARRRQKGTAARRRQKGTLEEWLPPRSCRVF 
WIHSGTTMSKVSFKITLTSDPRLPYKVLSVPESTP 
FTAVLKFAAEEFKVPAATSAIITNDGIGINPAQTA 
GNVFLKHGSELRIIPRDRVGSC 


3257 


A 


3 


1454 


GCSAAAAGAGSGPWAAQEKQFPPALLSFFIYNPR 

FGPREGQEENKILFYHPNEVEKNEKIRNVGLCEAI 

VQFTRTFSPSKPAKSLHTQKNRQFFNEPEENFWM 

VMVVRNPIIEKQSKDGKPVIEYQEEELLDKVYSS 

VLRQCYSMYKLFNGTFLKAMEDGGVKLLKERL 

EKFFHRYLQTLHLQSCDLLDIFGGISFFPLDKMTY 

LKIQSFIhntMEESLNi^ 

DDMRILYKYLTTSLFPRHIEPELAGRDSPIRAEMP 

GNLQHYGRFLTGPLNLNDPDAKCRFPKIFVNTD 

DTYEELHLIVYKAMSAAVCFMIDASVHPTLDFC 

RRl^SIVGPQLTVIASDICEQfl 

QFKF1YFNHMNLAEKSTVHMRKTPSVSLTS 

LMKILGDINSDFTR\nDEDEEIlVKAMSDYWVVG 

KKSDRRELWILNQKNANLffiVOTEVKKLCATQF 

NNIFFLD 


3258 


A 


113 


1558 


APRGCSMPHRKKKPFIEKKKAVSFHLVHRSQRD 

PLAADESAPQRVLLPTQKTDNEERRAEQRKYGVF 

FDDDYDYLQHLKEPSGPSELIPSSTFSAHNRREEK 

EETLVIPSTGIKLPSSVFASEFEEDVGLLNKAAPV 

SGPRLDFDPDIVAALDDDFDFDDPDNLLEDDFIL 

QANKATGEEEGMDIQKSENEDDSEWEDVDDEK 

GDSNDDYDSAGLLSDEDCMSVPGKTHRAIADHL 

FWSEETKSRFTEYSMTSSVMRRNEQLTLHDERFE 

KFYEQYDDDEIGALDNAELEGSIQVDSNRLQEVL 

NDYYKEKAENCVKL>TI1,EPLEDQDLPMNELDES 

EEEEMITVVLEEAKEKWDCESICSTYSNLYNHPQ 

LIKYQPKPKQIRISSKTGIPLNVLPKKGLTAKQTE 

RIQMINGSDLPKVSTQPRSKNESKEDKRARKQAI 

KEEREOSRRVEKKANKLAFKLEKRRQEKELLNLK 

KNVEGLKL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, D=*Aspartic Add, 
E=GIutaraic Add, ^Phenylalanine, G=Glydne, H=Hlstidine, 
I^Isoleucine, KpLysine, L=Leudne, M-Methlonine, 
N«Asparagine, P^Proline, Q=Glutamine, R»Arginine, S=Serlne, 
Threonine, V=VaIine, W^Tryptophan, Y*=Tyrosine, 
X=Unknown, *=Stop codon, /-^possible nucleotide deletion, 
\=possible nudeotide insertion 


3259 


A 


3 


964 


QMEPGNDTQISEFLLLGFSQEPGLQPFLFGLFLSM 

YLVTVLGM.LIILATISDSHLHTPMYFFLSNLSFA 

DICVTSTTIPKMLMNIQTQNKVITYIACLMQMYF 

FILFAGFENFLLSVMAYDRFVAICHPLHYMVIMN 

PHLCGLLVLASWTMSALYSLLQILMVVRLSFCT 

ALEIPHFFCELNQVIQLACSDSFLNHMVIYFTVAL 

LGGGPLTGILYSYSKnSSIHAISSAQGKYKAFSTC 

ASHLSWSLFYGAILGVYLSSAATRNSHSSATAS 

VMYTVVTPMLOTHYSLRNKDIKRALGIHLLWGT 

MKGQFFKKCP 


3260 


A 


34 


2573 


IPFLKSCCCCCLFDFPPPPLDQVQEEECEVERVTE 

HGTPKPFRKFDSVAFGESQSEDEQFENDLETDPP 

NWQQLVSREVLLGLKPCEIKRQEVINELFYTERA 

HVRTLKVLDQVFYQRVSREGILSPSELRKIFSNLE 

DILQLHIGLl^QMKAVRKRNETSVIDQIGEDLLT 

WFSGPGEEKLKHAAATFCSNQPFALEMIKSRQK 

KDSRFQTFVQDAESNPLCRRLQLKDIIPTQMQRL 

TKYPLLLDNIAtYTEWFIEREKVKKAADHCRQIL 

NYVNQAVKEAENKQRLEDYQRRLDTSSLKLSEY 

PNVEELRNLDLTKRKMHEGPLVWKVNRDKTID 

LYTLLLEDILVLLQKQDDRLVLRCHSKILASTAD 

SKHTFSPVIKLSTVLVRQVATDNKALFVISMSDN 

GAQIYELVAQTVSEKTVWQDLICRMAASVKEQS 

TKPEPLPQSTPGEGDNDEEDPSKLKEEQHGISVTG 

LQSPDRDLGLESTLISSKPQSHSLSTSGKSEVRDL 

FVAERQFAKEQHTDGTLKEVGEDYQIAPDSHLP 

VSEERWALDALRNLGLLKQLLVQQLGLTEKSVQ 

EDWOHFPRYRTASOGPOTDSVIONSENIKAYHSG 

EGHMPFRTGTGDIATCYSPRTSTESFAPRDSVGL 

APQDSQASN1LVMDHMIMTPEMPTMEPEGGLDD 

SGEHFFDAREAHSDENPSEGDG A VNKEEKD VNL 

RISGNYLILDGYDPVQESSTDEEVASSLTLQPMT 

G1PAVESTHQQQHSPQNTHSDGAISPFTPEFLVQQ 

RWGAMEYSCraiQSPSSCADSQSQIMEYIHKIEA 

DLEHLKKVEESYTILCQRLAGSALTDKHSDKS 


3261 


A 


1 


2100 


AVEFAEGALTMAPWPELGDAQPNPDKYLEGAA 

GQQPTAPDKSKETNKTDNTEAPVTKIELLPSYST 

ATLEDEPTEVDDPWNLPTLQDSGIKWSERDTKGK 

ILCFFQGIGRLILLLGFLYFFVCSLDILSSAFQLVG 

GKMAGQFFSNSS1MSNPLLGLVIGVLVTVLVQSS 

STSTSIVVSMVSSSLLTVRAA1PIIMGANIGTSITNT 

IVALMQVGDRSEFRRAFAGATVHDFFNWLSVLV 

LLPVEVATimEITrQLr^SFEffKNGEDAPDLLK 

VITKPFTKI,IYQLDKKVISQ]AMls[DEKAKNKSLV 

KIWCKTFTNKTQINVTVPSTANCTSPSLCWTDGI 

QNWTMKNVTYKENIAKC^ 

ILLILSLLVLCGCLIKITVI^ 

INTDFPFPFAWLTGYLAELVGAGMTFTVQSSSVFT 

SALTPLIGIGVITIERAYPLTLGSMGTTTTA1LAAL 

ASPGNALRSSLQ1ALCHFFFNISGILLWYPIPFTRL 

PIRIVlAKGLGNISAKYRWFAVFYLIIFFFLIPLTVFG 

LSLAGWRVLVGVGVPVVFIIILVLCLRLLQSRCPR 

VLPKKLQNWNFLPLWMRSLKPWDAVVSKFTGC 

FQMRCCCCCRVCCRACCLLCGCPKCCRCSKCCE 

DLEEAQEGQDVPYKAPETFDNITISREAQGEVPA 
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SEQD) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine OCystelne, D^Aapartic Add, 
E=Glutaraic Add, ^Phenylalanine, G^GIycine, H»Histidine, 
I^lsoleudne, K«Lysine, L=Leudne, M=Methionlne, 
N°Asparagine, PHProHne, Q=Glutamine, R«Arginine, S=Serine, 
T=Threonlne, V*»Valtae, W^Tryptophan, Y^Tyrosine, 
X=Unknown, *=Stop codon, A^possible nucleotide deletion, 
\«posslble nudeotide insertion 










SDSKTECTAL 


3262 


A 


30 


1377 


SQQGSQPHRQGPPSLLTAPHSLDLPALPPGPRGS 

QGKLRRVLVPMSVKPSWGPGPSEGVTAVPTSDL 

GEIHNWTELLX)LFNHTLSECHVELSQSTKIIVVIJ 

ALYLAMFWGLVENLLVICVNWRGSGRAGLMN 

LY1LNMAIADLGIYLSLPVWMLEVTLDYTWLWG 

SFSCRFTH YF YFVNMYS SIFFL VCLS VDRYVTLTS 

ASPSWQRYQHRVRRAMCAGIWVLSAIIPLPEVV 

HIQLVEGPEPMCLFMAPFETYSTWALAVALSTTI 

LGFLLPFPLITVFNVLTACRLRQPGQPKSRRHCLL 

LCAYVAVFVMCWLPYHVTLXLLTLHGTfflSLHC 

HLVHLLYFFYDVTOCFSMLHCVINPILYNFLSPHF 

RGRLLNAVVHYLPKDQTKAGTCASSSSCSTQHSI 

IITKGDSQPAAAAPHPEPSLSFQAHHLLPNTSPISP 

TQPLTPS 


3263 


A 


1 


919 


QARSPSVAAMASPQLCRALVSAQWVAEALRAP 

RAGQPLQLLDASWYLPKLGRDARREFEERHDPG 

AAFFDIDQCSDRTSPYDHMLPGAEHFAEYAGRL 

GVGAAIWVWDASDQGLYSAPRVWWMFRAFG 

HHAVSLLDGGLRHWLRQNLPLSSGKSQPAPAEF 

RAQLDPAFIKTYEDIKENLESRRFQWDSRATGR 

FRGTEPEPRDGIEPGHIPGTVNIPFTDFLSQEGLEK 

SPEEIRHLFQEKKVDLSKPLVATCGSGVTACHVA 

LGAYLCGKPDVPIYDGSWVEWYMRARPEDVISE 

GRGKTH 


3264 


A 


1 


1398 


ARRSTPRTAPRASATRSAAGTMREIVHIQAGQCG 

NQIGAKFWEVISDEHGIDPTGSYHGDSDLQLERI 

NVYYNEAAGNKYVPRAILVDLEPGTMDSVRSGP 

FGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELV 

DSVLDWRKESESCDCLQGFQLTHSLGGGTGSG 

MGTLLISKIREEYPDRIMNTFSVMPSPKVSDTVVE 

PYNATLSVHQLVENTDETYSIDNEALYDICFRTL 

KLTTPTYGDLNHLVSATMSGVTTCLRFPGQLNA 

DLRKI^VNMVPFPRLHFFMPGFAPLTSRGSQQY 

RALTVPELTQQMFDSKNMMAACDPRHGRYLTV 

AAIFRGRMSMKEVDEQMLNVQNKNSSYFVEWIP 

NNYKTAVCDIPPRGLKMSATFIGNSTAIQELFKRJ 

SEQFTAMFRRKAFLHWYTGEGMDEMEFTEAES 

NMNDLVSEYQQYQDATADEQGEFEEEEGEDEA 


3265 


A 


265 


862 


WWEDARVLGPFHPEEEGHWVMTPSEGARAGTG 
RELEMLDSLLALGGLVLLRDSVEWEGRSLLKAL 
VKKSALCGEQVfflLGCEVSEEEFREGFDSDINNR 
LVYHDFFRDPLNWSKTEEAFPGGPLGALRAMCK 
RTDPWVTIALDSLSWLLLRLPCTTLCQVLHAVS 
HQDSCPGETPPSLFPLIHLPLPRSVPLFLSTLE 


3266 


A 


2 


884 


AAGAGADGREPASERASRAEPPAVAMGQNDLM 

GTAEDFADQFLRVTKQYLPHVARLCLISTFLEDG 

IRMWFQWSEQRDYIDTTWNCGYLLASSFVFLNL 

LGQLTGCVLVLSRNFVQYACFGLFGIIALQTIAYS 

ILWDLKFLMRNLALGGGLLLLLAESRSEGKSMF 

AGVPTMRESSPKQYMQLGGRVLLVLMFMTLLH 

FDASFFSIVQNWGTALMILVAIGFKTKLAALTLV 

VWLFAINVYFNAFWTIPVYKPMHDFLKYDFFQT 

MSVIGGLLLWALGPGGVSMDEKKKEW 


3267 


A 


802 


1011 


ASTFCSAWKRRSTAALWWSGSRASRSHPRELGP 
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SEQIT) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A»Alanf ne OCysteine, I>=>Aspartlc Add, 
E=Glutamic Add, F«Phenylalaninc, G^GIydne, HsBOstidine, 
fclsolendne, KHLysine, L^Leudne, M cl Metbionine, 
N-Asparagine, P-Prollne, Q=Glut&mlne, R-Arginine, S=Serinc, 
T^Threonine, V-Valine, W=Tryptophan, Y-iyrosine, 
X^Unknown, *=Stop codon, ^possible nndeotlde ddetion, 
\-posslble nudeotide insertion 










LCFWGTAAL^IRSMDVLSLFLEHGKLVFASGLSP 
RA 


3268 


A 


490 


679 


EDAWITNPSLSNARSTPSKPLCYTVLKEGQVVGV 
KTTKASNTREKLRPESERRMVKSFGDEVT 


3269 


A 


2 


796 


GSTHASGARPSLKRARSQRGRPLPSRALPSAHKD 

MTTNAGPLOTYWPQHLRLDNFVPNDRITWHILA 

GLFSVTGVLWTTWLLSGRAAVVPLGTWRRLSL 

CWFAVCGFIHLVmGWFVLyYEDLLGDQAFLSQ 

LWKEYAKGDSRYILGDNFTVCMETITACLWGPL 

SLWWIAFLRQHPLRFILQLWSVGQIYGDVLYF 

LTEHRDGFQHGELGHPLYFWFYFVFMNALWLV 

LPGVLVLDAVKHLTFIAQSTLDAKATKAKSKKN 


3270 


A 


17 


229 


GDTGPQE-MSYLDSVASKLLQMVKKLSQSFCSNF 
KYLTKYSRKQVSDEIKKSRRTVESKPIFFKKNKKI 

Q 


3271 


A 


419 


553 


IQSGLSLCFADLSETPEGRAGVPGCPHSCDGVAS 
GRPCSPSSAG 


3272 


A 


1211 


1450 


FQHQIELLNELQSLIRNQTQSPYNTTAYPAIDSVrr 
ILPFSFSCFFnTKCTGLSIFPSVIFFLHVYFILTLVVF 
YCC 


3273 


A 


59 


1562 


QAWSLQVALSPFFFPASPSNSFAAAVPQLLFPELP 

LPHVPGQESAKRRSARRFLIMSELTKELMELVW 

GTKSSPGLSDTEFCRWTQGFVFSESEGSALEQFEG 

GPCAVIAPVQAFLLKKLLFSSEKSSWRDCSQEEQ 

KELLCHTLCDILESACCDHSGSYCLVSWLRGKTT 

EETASISGSPAESSCQVEHSSALAVEELGFERFHA 

LIQKRSFRSLPELKDAVLDQYSMWGNKFGVLLF 

LYSVLLTKGIENIKNEIEDASEPLIDPVYGHGSQS 

LINLLLTGHAVSNVWDGDRECSGMKLLGIHEQA 

AVGFLTLMEALRYCKVGSYLKISKJPYLDCLASE 

THLTVFFAKDMALVAPEAPSEQARRVFQTYDPE 

DNGFIPDSLl^DVMKALDLVSDPEYINLMKNKL 

DPEGLGnLLGPFLQEFFPDQGSSGPESFTVYHYN 

GLKQSNYNEKVMYVEGTAWMGFEDPMLQTD 

DTPDCRCLQTKWPYIELLWTTDRSPSLN 


3274 


A 


186 


1358 


RVVHRFFKSSAFWPAEVKQPRGGPKTGSRKEGA 

GSRAPQPWRSFCGSVGAEGRMEKLRLLGLRYQ 

EYVTRHPAATAQLETAVRGFSYLLAGRFADSHE 

LSELVYSASNLLVLLNDGILRKELRKKLPVSLSQ 

QKLLTWLSVLECVEVFMEMGAAKVWGEVGRW 

LVIALIQLAKAVLRMLLLLWFKAGLQTSPPIVPL 

DRETQAQPPDGDHSPGNHEQSYVGKRSNRWRT 

LQNTPSLHSRHWGAPQQREGRQQQHHEELSATP 

TPLGLQETIAEFLYIARPLLHLLSLGLWGQRSWK 

PWLLAGWDVTSLSLLSDRKGLTRRERRELRRR 

TILLLYYLLRSPFYDRFSEARILFLLQLLADHVPG 

VGLVTRPLMDYLPTWQKIYFYSWG 


3275 


A 


575 


759 


SVYSASSCKCCNYRKTEQIPDCEQPPASSMPERPS 
HESQPTPQMMPLSAPSRAEELGQRPG 


3276 


A 


7 


258 


KAAGHRLLLAA GHPSMPS SD CLL WEGS LELRPL 
QHISSLLVLVSTTCLFAFPRVPIAFESKSCLIYHCH 
CAFTVRHYMCSSHTG 


3277 


A 


9 


2221 


KLGVEPEEEGGGDDEEDAEAWAMELADVGAAA 

SSQGVHDQVLPTPNASSRVIVHVDLDCFYAQVE 

MSNPELKDKPLGVQQKYLVVTCNYEARKLGVK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«=Alanine OCysteine, D^Aspartic Add, 
E=Glutamlc Add, ^Phenylalanine, G-GIydne, H-Histidine, 
I=IsoIeurine, K«Lysine, Iz-Leudne, M B Metnionine, 
N-Asparaginc, P=Proline, Q^GIutamlne, R^ArgfnJne, S-Serine, 
T^ThreonJne, V-Valine, W-^Tryptophan, Y-Tyrostae, 
X=Unknown, *=Stop codon, /"possible nudeotide deletion, 
\=poasibIe nudeotide insertion 










KIJ^NVRDAKEKCPQLVLVNGEDLTRYREMSYK 

VTELI^EFSPVVERLGFDENFXTDLTEMVEKRLQQ 

LQSDELSAVTVSGHVYNNQSINLLDVLHIRLLVG 

SQIAAEMREAMYNQLGLTGCAGVASNKLLAKL 

VSGVFKPNQQTNOXPESCQHLraSLNHIKEIPGIG 

YKTAKCLEALGINSVRDLQTFSPKILEKELGISVA 

QRIQKLSFGEDNSPVILSGPPQSFSEEDSFKKCSSE 

VEAKNIQEELLASLLNRLCQDERKPHTVRLIIRRY 

SSEKHYGRESRQCPEPSHVIQKLGTGNYDVMTPM 

VDILMKLFRNMVNVKMPFHLTLLSVCFCNLKAL 

NTAKKGLIDYYLMPSLSTTSRSGKHSFKMKDTH 

MEDFPKDKETNRDFLPSGRIESTRTRESPLDTTNF 

SKEKDINEFPLCSLPEGVDQEVFKQLPVDIQEEIL 

SGKSREKFQGKGSVSCPLHASRGVLSFFSKKQM 

QDIPINPRDHLSSSKQVSSVSPCEPGTSGFNSSSSS 

YMSSQKDYSYYLDNRLKDERISQGPKEPQGFHF 

TNSNPAVSAFHSFPNLQSEQLFSRNHTTDSHKQT 

VATDSHEGLTEMIEPDSVDEKITFPSDIDPQVFYE 

LPEAVQKELLAEWKRTGSDFHIGHK 


3278 


A 


1 


876 


GLRLHVDLVEKPRTGIMAAETRNVAGAEAPPPQ 

KRYYRQRAHSNPMADHTLRYPVKPEEMDWSEL 

YPEFFAPLTQNQSHDDPKDKKEKRAQAQVEFAD 

IGCGYGGLLVELSPLFPDTLILGLEIRVKVSDYVQ 

DRIRALRAAPAGGFQNUCLRSNAMKHLPNFFY 

KGQLTKMFFLFPDPHFKRTKHKWRHSPTLLAEY 

AYVLRVGGLVYTITDVLELHDWMCTHFEEHPLF 

ERVPLEDLSEDPVVGHLGTSTEEGKKVLRNGGK 

NFPAIFRRIQDPVLQAVTSQTSLPGH 


3279 


A 


82 


2929 


TRTKRRLGREKAMASPPRGWGCGELLLPFMLLG 

TLCEPGSGQIRYSMPEELDKGSFVGNIAKDLGLE 

PQELAERGVRIVSRGRTQLFALNPRSGSLVTAGRI 

DREELCAQSPLCVVNFMLVENKMKIYGVEVEn 

DINDNFPRFRDEELKVKVNENAAAGTRLVLPFA 

RDADVGVNSLRSYQLSSNLHFSLDWSGTDGQK 

YPELVLEQPLDREKETVHDLLLTALDGGDPVLSG 

TTHIRVTVLDANDNAPLFTPSEYSVSVPENIPVGT 

RLLMLTATDPDEGINGKLTYSFRNEEEKISETFQL 

DSNLGEISTLQSLDYEESRFYLMEWAQDGGAL 

VASAK VWTVQD VNDNAPE VILTSLTS SISEDCL 

PGTVIALFSVHDGDSGENGEIACSIPRNLPFKLEK 

SVDNYYHLLTTRDLDREETSDYNITLTVMDHGT 

PPLSTESHIPLKVADVNDNPPNFPQASYSTSVTEN 

NPRGVSIFSVTAHDPDSGDNARVTYSLAEDTFQG 

APLSSYVSINSDTGVLYALRSFDYEQLRDLQLWV 

TASDSGNPPLSSNVSLSLFVLDQNDNTPEILYPAL 

PTDGSTGVELAPRSAEPGYLVTKWAVDKDSGQ 

NAWLSYRLLKASEPGLFAVGLHTGEVRTARALL 

DRDALKQSLWAVEDHGQPPLSATFTVTVAVAD 

RIPDILADLGS1KTPIDPEDLDLTLYLWAVAAVS 

CVFLAFVIVLLVLRLRRWHKSRLLQAEGSRLAG 

VPASHFVGVDGVRAFLQTYSHEVSLTADSRKSH 

LIFPQPNYADTLLSEESCEKSEPLLMSDKVDANK 

EERRVQQAPPNTDWRFSQAQRPGTSGSQNGDDT 

GTWPNNQFDTEMLQAMILASASEAADGSSTLGG 

GAGTMGLSARYGPQFTLQHVLQGELGSDYRQN 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=AlanIne OCysteine, D^Aspartic Acid, 
E=Glutamic Add, ^Phenylalanine, G-Glycine, H^Histidine, 

I=Tgoleticine. K— Lvvine. I^I^cucinc ftf=Metfilnnln* 
N^Asparagine, P=Proline, Q^GIutamlne, R-Arginlne, S=Serine, 
T=Threonine, V«Valine, W=Tryptophan, Y-Tyroslnc, 
X«Unknown, *=Stop codon, ^possible nucleotide deletion, 
^possible nucleotide insertion 










VYIPGSNATLTNAAGKRDGKAPAGGFNGNKKKS 
GKKEKK 


3280 


A 


149 


1288 


GTSQMSSHKGSWAQGNGAPASNREADTAELAE 

LGPLLEEKGKRVIANPPKAEEEQTCPVPQEEEEE 

VRVLTLPLQAHHAMEKMEEFVYKVWEGRWRVI 

PYDVLPDWLKDNDYLLHGHRPPMPSFRACFKSIF 

RIHTETGNIWTHIXGFVLFLFLGILTMLRPNMYF 

MAPLQEKVVFGMFFLGAVLCLSFSWLFHTVYCH 

SEKVSRTFSKLDYSGIALLIMGSFVPWLYYSFYCS 

PQPRLIYLSIVCVLGISAnVAQWDRFATPKHRQT 

RAGVFLGLGLSGVWTMHFTIAEGFVKATTVGQ 

MG WFFLMA VMYITG A GL YAARIPERFFPGKFDI 

WFQSHQIFHVLWAAAFVHFYGVSNLQEFRYGL 

EGGCTDDTLL 


3281 


A 


1 


557 


RPRRRQPSFSCRVLVLEDPPCFRFTNSMNQEKLA 

KLQAQVRIGGKGTARRKKKVVHRTATADDKKL 

QSSLK1KLAV^^^^AGIEEVNMIKDDGWIHF^0*^PK 

VQASLSANTFAITGHAEAKPITEMLPGILSQLGAD 

SLTSLRKLAEQFPRQVLDSKAPKPEDIDEEDDDV 

PDLVENFDEASKNEAN 


3282 


A 


155 


1139 


HALGRRGGSQELSAAACGCFALRLRAPGSGRPA 

LAPGAAAFAGLGGAPRFPPRGSAAGRTMLLKEY 

RJCMPLTVDEYKIGQLYMISKHSHEQSDRGEGVE 

WQNEPFEDPHHGNGQFTEKRVYLNSKLPSWAR 

AVWKIFYVTEKAWNYYPYTITEYTCSFLPKFSIH 

IETKYEDNKGSNDTIFDNEAKDVEREVCFIDIACD 

EIPERYYKESEDPKHFKSEKTGRGQLREGWRDSH 

QPIMCSYKLVTVKFEVWGLQTRVEQFVHKVVR 

DUXIGHRQAFAWVDEWYDMTMDDVREYEKN 

MHEQTNIKVCNQHSSPVDDIESHAQTST 


3283 


A 


159 


547 


IKSKLNQQVEVQESEWRLTEAKGPTMGKESGW 
DSGRAAVAAWGGWAVGTVLVALSAMGFTSV 
GIAASSIAAKMMSTAAIANGGGVAAGSLVAILQS 
VGAAGLSVTSKVIGGFAGTALGAWLGSPPSS 


3284 


A 


227 


637 


TSNSLLRPDRMSVMDLANTCSSFQSDLDFCSDCG 

SVLPLPGAQDTVTCIRCGFNINVRDFEGKVVKTS 

WFHQLGTAMPMSVEEGPECQGPWDRRCPRCG 

HEGMAYHTRQMRSADEGQTVFYTCTNCKFQEK 

EDS 


3285 


A 


123 


1535 


HRLS YDE AF AMANDPLEGFHE VNL ASPTSPDLL 

GVYESGTQEQTTSPSVIYRPHPSALSSVPIQANAL 

DVSELPTQPVYSSPRRLNCAEISSISFHVTDPAPCS 

TSGVTAGLTKLTTRKDNYNAEREFLQGATITEAC 

DGSDDIFGLSTDSLSRLRSPSVLEVREKGYERLKE 

ELAKAQRELKLKDEECERLSKVRDQLGQFT ,RRT , 

TASLFEEAHKMVREAMKQATAEKQLKEAQGKI 

DVLQAEVAALKTLVLSSSPTSPTQEPLPGGKTPF 

KKGHTRNKSTSSAMSGSHQDLSVIQPIVKDCKEA 

DLSLYNEFRLWKDEPTMDRTCPFLDKIYQEDIFP 

CLTFSKSELASAVLEAVENNTLSIEPVGLQPIRFV 

KASAVECGGPKKCALTGQSKSCKHRIKLGDSSN 

YYYISPFCRYRITSVCNFFTYIRYIQQGLVKQQDV 

DQMFWEVMQLRKEMSLAKLGYFKEEL 


3286 


A 


3 


589 


GPSQSMAAGELEGGKPLSGLLNALAQDTFHGYP 
GITEELLRSQLYPEVPPEEFRPFLAKMRGILKSIAS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A«vUanlne OCysteine, D=Aspartic Add, 
E=GlutBinlc Add, ^Phenylalanine, G^Glydne, H=Histidine, 
I=Isoleudne, KpLysf ne, LriLeodne, M s Methlonlne, 
N«Asparagine, P=ProIine, Q-Glutamine, R«Arginine, S^Sertne, 
•^Threonine, V=»Valine, W*Tryptophan, Y^Tyroslne, 
X<=Unknown, *«Stop codon, /-possible nucleotide deletion, 
\~possible nucleotide insertion 










ADMDFNQLEAFLTAQTKKQGGITSDQAAVISKF 
WKSHKTKIRESLMNQSRWNSGLRGLSWRVDGK 
SQSRHSAQIHTPVAIIELELGKYGQESEFLCLEFD 
EVKVNQILKTLSEVEESISTLISQPN 


3287 


A 


50 


390 


LGAMAKHHPDLIFCRKQAGVAIGRLCEKCDGKC 
VICDSYX^CTLVRICDECNYGSYQGRCVICGGP 
GVSDAYYCKECTIQEKDRDGCPKIVNLGSSKTDL 
FYERKKYGFKKR 


3288 


A 


3 


428 


RTTFPRPRPCESLCGDMKLLTHNLLSSHVRGVGS 

RGFPLRLQATEVRICPVEFNPNFVARMIPKVEWS 

AFLEAADNLRLIQVPKGPVEGYEENEEFLRTMH 

HLLLEVEVIEGTLQCPESGRMFPISRGIPNMLLSE 

EETES 


3289 


A 


1 


1743 


AGCCRDTRFPTPRGPGSLCHNFCRSAACTVTRTI 

HGSPREDTGTPRSREMMFQDSVAFEDVAVSFTQ 

EEWALLDPSQKNLYRDVMQETFKNLTSVGKTW 

KVQNIEDEYKNPRRNLSLMREKLCESKESHHCG 

ESFNQIADDMLNRKTLPGITPCESSVCGEVGTGH 

SSLNTHIRADTGHKSSEYQEYGENPYRNKECKK 

AFSYLDSFQSHDKACTKEKPYDGKECTETFISHS 

CIQRHRVMHSGDGPYKCKFCGKAFYFLNLCLIH 

ERIHTG VKPYKCKQ CGKAFTRSTTLP VHERTHTG 

VNADECKECGNAFSFPSEIRRHKRSHTGEBCPYEC 

KOCGKVnSFSSIOYHKMTrTTGEKPYECKOCGK 

AFRCGSl^QKHGRTHTGEKPYECRQCGKAFRCT 

SDLQR1TCKTHTEDKPYGCKQCGKGFRCASQLQI 

HERTHSGEKPHECKECGKVFKYFSSLRIHERTOT 

GEKPmCKQCGKAFRYFSSLHIHERTHTGDKPYE 

CKVCGKAFTCSSSmYHERTHTGEKPYECKHCGK 

AnSNYmYlTCRTHTGEI^YQCKQCGKAFIRASS 

CREHERTHTINR 


3290 


A 


2 


1350 


GRPRSSSDNROTLRERAGLSSAAVQTRIGNSAAS 

RRSPAARPPVPAPPALPRGRPGTEGSTSLSAPAVL 

WAVAVVWWSAVAWAIVIANYIHVPPGSPEVP 

KLNVTVQDQEimRCMGALSIXQHLl^HWDPQE 

VTLQLlTT>GrnNlKLIGCYV^ 

KTELLVDRDEEVKSFRVLQAHGCAPQLYCTFNN 

GLCYEFIQGEALDP1<^HYCNPAIFRLIARQLAXIHA 

IHAHNGWlPKSNLWLmGKYFSLIPTGFADEDIN 

KRl^SDIPSSQILQEEMTW*^ 

NDLLCKNI1TNEKQGDVQFIDYEYSGYNYLAYDI 

GNHFNEFAGVSDVDYSLYPDRELQSQWLRAYLE 

AYKEFKGFGTEVTEKEVEILFIQVNQFALASHFF 

WGLWALIQAKYST1EFDFLGYAIVRFNQYFKMK 

PEVTALKVPE 


3291 


A 


102 


839 


PEAOTSAVIAMKGHLPTMRHEAPMOMASAOD 

ARYGQKI)SSDQNroYMFKLLIIGNSSVGKTSFLF 

RYADDSFTSAFVSTVGIDFKVKT>nFKNEKRIKLQI 

WDTAGQERYRTITTAYYRGAMGFTLMYDITNEE 

SFNAVQDWSTQIKTYSWDNAQVILVGNKCDME 

DERVISTERGQHLGEQLGFEFFETSAKDNINVKQ 

TFERLVDnCDKMSESLETDPAlTAAKQNTRLKET 

PPPPQPNCAC 


3292 


A 


2 


4136 


DRPPWNSRVDDFVTNIJHLSSKGfflSPAKDTSLQ 
QRTPAEMSPVLHFYYMSGHEGAASGHTRRKLQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A= Ala nine OCysteine, B=Aspartic Add, 
IMJlutamic Add, ^Phenylalanine, G^Glydne, H»Histidine, 
I=Isoleudne, KpLyslne, L=Leudne, M=Methlonine ( 
N^Asparagine, P=Prollne, Q=Glutamine, R»Arglnine, S^Serine, 
T^Threonine, V^Valine, W=Tryptophan, Y«Tyrosine, 
X=Unknown, *«Stop codon, ^possible nucleotide deletion, 
^possible nudeotidc insertion 










GKLPELQGVETELCYNVNWTAEALPSAEETKKL 
MWLFGCPLLLDDVARESWLLPGSNDLLLEVGPR 
LNFSTPTSTNIVSVCRATGLGPVDRVETTRRYRLS 
FAHPPSAEVEAIALATLHDRMTEQHFPHPIQSFSP 
ESMPEPLNGPINILGEGRLALEKANQELGLALDS 
WDIJ)FYTKRFQELQI04PSTVEAFDLAQSNSEHS 
. RHWFFKGQLHVDGQEQLVHSLFESIMSTQESSNP 
NNVLKFCDNSSAIQGKEVRFLRPEDPTRPSRFQQ 
QQGLRHVVFTAETHNFPTGVCPFSGATTGTGGRI 
RDVQCTGRGAHVVAGTAGYCFGNLHIPGYNLP 
WEDLSFQYPGNFARPLEVAIEASNGASDYGNKF 
GEPVLAGFARSLGLQLPDGQRREWIKPIMFSGGI 
GSMEADfflSKEAPEPGMEWKVGGPVYRIGVGG 
GAASSVQVQGDNTSDLDFGAVQRGDPEMEQKM 
NRVIRACVEAPKGNPICSLHDQGAGGNGNVLKE 
LSDPAGAIIYTSRFQLGDPTLNALEIWGAEYQESN 
ALLLRSPNRDFLTHVSARERCPACFVGTITGDRRI 
VLVDDRECPVRRNGQGDAPPTPPPTPVDLELEW 
VLGKMPRKEFFLQRKPPMLQPLALPPGLSVHQA 
LERVLRLPAVASKRYLTNKVDRSVGGLVAQQQC 
VGPLQTPLABVAWALSHEELIGAATALGEQPV 
KSLLDPKVAARLAVAEALTNLVFALVTDLRDVK 
CSGNWMWAAKLPGEGAALADACEAMVAVMA 
ALGVAVDGGKDSLSMAARVGTETVRAPGSLVIS 
AYAVCPDITATVTPDLKHPEGRGHLLYVALSPG 
QHRLGGTALAQCFSQLGEHPPDLDLPENLVRAFS 
ITQGLLKDRLLCSGHDVSDGGLVTCLLEMAFAG 
NCGLQVDVPVPRVDVLSVLFAEEPGLVLEVQEP 
DLAQVLKRYRDAGLHCLELGHTGEAGPHAMVR 
VSVNGAWLEEPVGELRALWEETSFQLDRLQAE 
PRCVAEEERGLRERMGPSYCLPPTFPKASVPREP 
GGPSPRVAILREEGSNGDREMADAFHLAGFEVW 
DVTMQDLCSGAIGLDTFRGVAFVGGFSYADVLG 
SAKGWAAAVTFHPRAGAELRRFRKRPDTFSLGV 
CNGCQLLALLGWVGGDPNEDAAEMGPDSQPAR 
PGLLLRHNLSGRYESRWASVRVGPGPALMLRG 
MEGAVLPVWSAHGEGYVAFSSPELQAQEEARGL 
APLHWADDDGNPTEQYPLNPNGSPGGVAGICSC 
DGRHLAVMPHPERAVRPWQWAWRPPPFDTLTT 
SPWLQLFINARNWTLEGSC 


3293 


A 


65 


642 


GVRGFWAGTMASRAGPRAAGTDGSDFQHRERV 

AMHY QMS VTLKYEIKKLIYVHLVTWLIXVAKMS 

VGHLRLLSHDQVAMPYQWEYPYLLSILPSLLGLL 

SFPRNNISYLVLSMISMGLFSIAPLIYGSMEMFPA 

AQQLYRHGKAYRFLFGFSAVSIMYLVLVLAVQV 

HAWQLYYSKKLLDSWFTSTQEKKHK 


3294 


A 


35 


1821 


SQRSCPRSPSSPAPPWARCSNPDSRTGGVPVPRA 

WSAGGPALGLMAAPVRLGRKRPLPACPNPLFVR 

WLTEWRDEATRSRHRTRFVFQKALRSLRRYPLP 

LRSGKEAKILQHFGDGLCRMLDERLQRHRTSGG 

DHAPDSPSGENSPAPQGRLAEVQDSSMPVPAQP 

KAGGSGSYWPARHSGARVILLVLYREHLNFNGH 

HFLTKEELLQRCAQKSPRVAPGSARPWPALRSLL 

HRNLVLRTHQPARYSLTPEGLELAQKLAESEGLS 

LLNVGIGPKEPPGEETAVPGAASAELASEAGVQQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«Aianine OCystdne, D«Aspartic Add, 
E"Glutamic Add, ^Phenylalanine, G«=Grydne, H-Histidine, 
I^lsoleucine, K«=Ly3lne, L~Leudne, M«Metbionine, 
N^Asparagine, P=ProIine, Q^Glutamlne, R»Arginine, S^Serine, 
TVThreonine, V-Valine, W«Tryptophan, Y«=»Tyrosine, 
X«Unknown, *=Stop codon, /^possible nudeotide deletion, 
V=possible nudeotide insertion 










QPLELKPGEYRVLLCVDIGETRGGGHRPELLREL 

QRLHVTHTVRKtHVGDFVWVAQETNPRDPANP 

GELVLDHIVERKRLDDLCSSIIDGRFREQKFRLKR 

CGLERRVYLVEEHGSVHNLSLPESTLLQAVTNTQ 

VIDGITVKRTADiKESAAYLALLTRGLQRLYQGH 

TLRSRPWGTPGNPESGAMTSPNPLCSLLTFSDFN 

AGAKNKAQSVREVFARQLMQVRGVSGEKAAA 

LVDRYSTPASLLAAYDACATPKEQETLLSUKCG 

RLQRNLGPALSRTLSQLYCSYGPLT 


3295 


A 


2 


1115 


EFHPHTQVSGLLTPQLQEPDVWSPSRGQPVSLHL 

PGKGAPEVKEMAWWKSWIEQEGVTVKSSSHFN 

PDPDAETLYKAMKGIGT^QAIIDVLTKRSNTQR 

QQIAKSFKAQFGKDLTETLKSELSGKFERLIVAL 

MYPPYRYEAKELHDAMKGLGTKEGVIIEILASRT 

KNQLREIMKAYEEDYGSSLEEDIQADTSGYLERI 

LVCLLQGSRDDVSSFVDPALALQDAQDLYAAGE 

KRGTOEMKRTn-CTRSATHLUlVI^YEKIA^ 

SIEDSIKSETHGSLEEAMLTWKCTQNLHSYFAE 

RLYYAMKGAGTRDGTLQCNIVSRSEIDLNLIKCH 

FKKMYGKTLSSMEVEEDTSGDYKNALLSLVGSDP 


3296 


A 


1 


838 


GTRGGVGPGDNGGVEAGAKPGAAAPLRGDGS 

GETGPGRVAPGEVRGSPRGHVAGPEGPREVLFFF 

FLPSSKPASEVINEYSWKVDFLKGMLQAEKLTSS 

SEKALANQFLAPGRVFTTARERVPATKTVHLQS 

RARYTSEMRSELLGTDSAEPEMDVRKRTGVAGS 

QPVSEKQSAAELDLVLQRHQNLQEKLAEEMLGL 

ARSLKTNTLAAQSVDCKDNQTLSHSLKMADQNL 

EKLKTESERLEQHTQKSVNWLLWAMLIIVCFEPIS 

MILFIRIMPKLK 


3297 


A 


46 


617 


HKQPAGFLGLWLGTETYTISFPGPETFGLGLSHA 

TGBPGSPACRQPWGLHSLHNYRMAMVSAMSW 

VLYLWISACAMLLCHGSLQHTFQQHHLHRPEGG 

TCEVIAAHRCCMKNRIEERSQTVKCSCLPGKVAG 

TTRNRPSCVDASIVIGKWWCEMEPCLEGEECKTL 

PDNSGWMCATGNKIKTTR1HPRT 


3298 


A 


157 


748 


IQPPDPRNMTIJ^YKEKMKEI^^ 

PLMCSSYKYEADTVDLNWCVISDMEVIELNKCT 

SGQSFEVELKPPSFDGVPEFNASLPRRRDPSLEEIQ 

KKLEAAEERRKYQEAELLKHLAEKREHEREVIQ 

KAIEENNNFIKMAKEKI^ 

AMLERLQEKDKHAEEVRKNKELKEEASR 


3299 


A 


5 


892 


TQLPAPLSGVLSRLQLGSGAPLLTWVQETAGVA 

GGAPRRRTPVTMWRLLARASAPLLRVPLSDSWA 

LLPASAGVKTLLPVPSFEDVSIPEKPKLRFIERAPL 

VPKVRREPKNLSDIRGPSTEATEFTEGNFAILALG 

GGYLHWGHFEMMRLTINRSMDPKNMFAIWRVP 

APFKPITRKSVGHRMGGGKGAIDHYVTPVKAGR 

LWEMGGRCEFEEVQGFLDQVAHKLPFAAKAVS 

RGTLEKMR1CDQEERERNNQNPWTFERIATANML 

GIRKVLSPYDLTHKGKYWGKFYMPKRV 


3300 


A 


2 


1847 


FVAGGPRGSGSAAETMPEIRVTPLGAGQDVGRS 
CE.VSIAGKNVMLDCGMHMGFNDDRRFPDFSYI 
TQNGRLTDFLDCVnSHFHLDHCGALPYFSEMVG 
YDGPIYMTHPTQAICPILLEDYRKIAVDKKGEAN 
FFTSQMIKDCMKKWAVHLHQTVQWDELEIKA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteJne, D«Aspartic Acid, 
E^Giutamlc Add, ^Phenylalanine, G=Glydne, HHHistidine, 
I-Isoleudne, KHtysine, L°Leudne, M-Methionine, 
N^Asparagine, P~Prollne, Q^Glutamlne, R«Arginine* S^erlne, 
T»Threonine, V=Vaiine, W^Tryptophan, Y«=TjT05ine, 
X=Unknown, *«Stop codon, ^possible nucleotide deletion, 
Wpossible nucleotide insertion 










YYAGHVLGAAMFQIKVGSESVVYTGDYNMTPD 

RHLGAAWmKCRI^LriESTYATTIRDSKRCRE 

RDFLKKVHETVERGGKVLIPVFALGRAQELCILL 

ETFWERMNLKVPIWSTGLTEKANHYYKLFIPWT 

NQKIRKTFVQRbMFEFKHIKAFDRAFADWGPM 

VWATPGMlJIAGQSLQIFRKWAGNEKNMVTIVff 

GYCVQGTVGHKILSGQRKLEMEGRQVLEVKMQ 

VEYMSFSAHADAKGIMQLVGQAEPESVLLVHGE 

AKKMEFLKQKIEQELRVNCYMPANGETVTLPTS 

PSIPVG1SLGLLKREMAQGLLPEAKKPRLLHGTLI 

MKJDSNFRLVSSEQALKELGLAEHQLRFTCRVHL 

HDTRKEQETALRVYSHLKSVLKDHCVQHLPDGS 

VTVESVLLQAAAPSEDPGTKVLLVSWTYQDEEL 

GSFLTSLLKKGLPQAPS 


3301 


A 


2 


349 


CIRTEPAAAFRRLGALSGAAALGFASYGAHGAQ 
FPDAYGKEU^KANKHHFLHSLALLGWHCRKP 
LWAGLLLASGTTLFCTSFYYQALSGDPSIQTLAP 
AGGTLLLLGWLALAL 


3302 


A 


59 


1184 


LRRNCSALGGLFQUISDMKGSYPVWEDFINKAG 

KLQSQLRTTVVAAAAFLDAFQKVADMATNTRG 

GTREIGSALTRMCMRHRSIEAKLRQFSSALIDCLI 

NPLQEQMEEWKKVANQLDKDHAKEYKKARQEI 

KKKSSDTLKLQKKAKKGRGDIQPQLDSALQDVN 

DKYLLLEETEKQAVRKALEEERGRFCTFISMLRP 

VIEEEISMLGEriHLQTISEDLKSLTMDPHKLPSSS 

EQVILDLKGSDYSWSYQTPPSSPSTTMSRKSSVC 

SSLNSVNSSDSRSSGSHSHSPSSHYRYRSSNLAQQ 

APVRLSSVSSHDSGFISQDAFQSKSPSPMPPEAPN 

QRRICEKREPDPNGGGPTTASGPPAAAEEAQRPRS 

M 


3303 


A 


511 


958 


AGRGGPGKPVSWSSGPGSPGQTQRRSWVKSTRG 
HSSLLPPSQDFVAGLS\OLRGTVr>DRLNWAFNLY 
DLNKDGCITKEEMLDIMKSIYDMMGKYTYPALR 
EEAPREHVESFFQKMDRNKDGWTffiEFIESCQK 
DENIMRSMQLFDNVI 


3304 


A 


40 


432 


ISEAASGAFQAR*FYQM\LEQKTDALGKQSVNRG 
FTKDKTLSSIFNIEMVKEKTAEEIKQIWQQYFAA 
KDTVYAVTPAEKFDLIWNRAQSCPTFLCALPRRE 
GYEFFVGQWTGTELHFHCTYKYSDPEGKA 


3305 


A 


2 


483 


LDACSTGPYSRSIHASADAWADAWWWLKW 
GMTLFLLYFPQIFNKSNDGFTTTRSYGTVSQIFGS 
R5PSPNGFITTRSYGTVCPKDWEFYQARCFFLIHL 
+\SSWNESWDFCKGKGCTLAIVDNSETLKLLHDL 
HDAEKNYIALPYRSSKYMSTCNGTF 


3306 


A 


2 


872 


TLSSACLIGDAWKELTIVAGAVSNQLLVWYPAT 

ALADNKPVAPDRRISGHVGHFSMSYLESKGLLA 

TASEDRSVRIWKGGDLRVPGGRVQMGHCFGHS 

ARVWQVKLLENYLISAGEDCVCLVWSHEGEILQ 

AFRGHQGRGIRAIAAHERQAWVITGGDDSGIRL 

WHLVGRGYRGLG/DLGSLLQ VP* * ARYTQGCDS 

GWLLATAGSD*YRGPVSL*RRGQVLGAAARG*T 

FPVLLPAGGSSWSRGLRIVCYGQWGRSCQGCPH 

QHSNCCCGPDPVSWEGAQLELGPAWL 


3307 


A 


2 


927 


RTSRVEKGLRKAGAAVTMESDEWFSQALPANTS 
AQKAELIALTQAIRWGKDINVNTDSRYAFATVH 



304 



WO 01/57190 



PCTYUS01/04098 



SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»AIanlne OCysteine, D=Aspartic Add, 
E=GIutaraic Add, ^Phenylalanine, G^GIydne, H=Histidine, 
I=Iso!eudne, K«Lysine, L-Leudne, M=Methionine, 
N^Asparagine, P^Proline, Q=Glntamine, R^Argtaine, S=Serine, 
T»Threonine, V*»Valine, W=Tryptophan, Y-Tyrosine, 
X s Unknown, *=£top codon, /^possible nudeotide deletion, 
\-possible nudeotide insertion 










VRGMCQERRLLTSAEBCAKNKNPPSSKPNRSSSW 
WGTTCDQVNAKQGPKPSPGHM.RRNLPGEKWEI 
DFTKVKPHQAGYKYLLVLVDTFSGWTEAFATK 
NETVNMVVKFLLNEIIPRHGLPVAIGSDNGPAFA 
LSrV*SVSKALMQWKLHCAYRPQSSGQVERMNC 
TLKNTLTKLILETGVNWVSLLPLALLRVRCTPYW 
' AGFLPFEIMYGRVLPILPKLRDAQLAKISQTNLLQ 
YLQSP 


3308 


A 


490 


1077 


NSPSLDFNDNEDIPTELSDSSDTODEGEVQAFYE 

DLSGRQYVNEVFNFSVDKLYDLLFTNSPFQRDF 

MEQRRFSDIIFHPWKKEENGNQSRVIPrnTLTNP 

LEHKTATVRETQTMYKASQESECYVIDAEVLTH 

DWYHDYFYTINRYTLTRVAR2^KSRLRVSTELRY 

RKQPWGLVKTFDSKNFWSGLEDYFRHL 


3309 


A 


490 


1077 


NSPSLDFNDNEDIPTELSDSSDTHDEGEVQAFYE 

DLSGRQYVNEVFNFSVDKLYDLLFTNSPFQRDF 

MEQRKFSDHFHPWKKEENGNQSRVIPYTITLTNP 

LEHKTATVRETQTMYKASQESECYVIDAEVLTH 

DWYHDYFYTINRYTLTRVARKKSRLRVSTELRY 

RKQPWGLVKTFDSKNFWSGLEDYFRHL 


3310 


A 


2 


1198 


SPLCHPGLSRER/S* SEAKLRSGRYC*KRQVEAPL 

* RPGL* TMAA SDTERDGL APEKTSPDRDKKKEQ S 

EVSVSPRASKHHYSRSRSRSRERKRKSDNEGRKH 

RSRSRSKEGRRHESKDKSSKKHKSEEHNDKEHSS 

DKGRERLN S SENGEDRHKRKERKS SRGRSHSRS 

RSRERRHRSRSRERKKSRSRSRERKKSRSRSRER 

KKSRSRSRERKRRIRSRSRSRSRHRHRTRSRSRTR 

SRSRDRKKRIEKPRRFSRSLSRTPSPPPFRGRNTA 

MDAQEALARRLERAKKLQEQREKEMVEKQKQQ 

EIAAAAAATGGSVLNVAALLASGTQVTPQIAMA 

AQMAALQAKAIAETGIAVPSYYNPAAVNPMKF 

AEQEKKRKMLWQGKKEGDKSQSAGNMGKN 


3311 


A 


177 


4 


PIQIPPRITPPRPSPHLLTPRTGSSPPPPRAPSPPHPT 
PGPAHDFPPLSAVLSGHTKT 


3312 


A • 


3 


426 


LESPRH*PPCWGPLIWALTVSSVPSPTPELSCILKS 
P/RPACPV/PGLWPSLLSPAPPQSSGPLLGLSPCPG 
AGQWPSPLSPAPPPSSDPLSGLSPCPGAGPRSSP\S 
ASAPCRAVPLSPRRLTWPPHLQVGILIPTGRPWK 
NL 


3313 


A 


162 


2 


QLQNLASRGCL*SQLLRRLRRENRLNPGGGGCSE 
IAP\CTPAWVTQRDFFRKKK 


3314 


A 


162 


2 


QLQNLASRGCL*SQLLRRLRRENEULNPGGGGCSE 
IAP\CTPAWVTQRDFFRKKK 


3315 


A 


466 


1 


PRKRESWWGERLP/PRGFPPAAEDAPAPGWKGR 
KHASRTARAHVFHPIRQSIRSPVRGRPGDPRAAH 
TRSAGTRLQCKASRGG*GKGPAPTR*EGGPGSAP 
APLPASSGCSLFPDSSPWTPPPPAPGAAAAQP**T 
PRCPAALRAGAfflGRVGRPY 


3316 


A 


3 


2307 


NHLGTLMQNWDSSSRVPFSSGQHSTQSFPPSLMS 

KSNSMLQKPTVAYVRPMDGQESMEPKLSSEHYSS 

QSHGNSMTELKPSSKAHLTKLKIPSQPLDASASG 

DVSCVDEILKEMTHSWPPPLTAIHTPCKTEPSKFP 

FPTKESQQSNFGTGEQKRYNPSKTSNGHQSKSM 

LKDDLKLSSSEDSDGEQDCDKTMPRSTPGSNSEP 

SHHNSEGADNSRDDSSSHSGSESSSGSDSESESSS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to Grst amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, F=Phenylalanine, G~Glycine, H-Histldine, 
I°Isoleucine, K-Lysine, I^Leucine, M a Methionlne, 
N»Asparagine, ^Proline, Q^Glutaraine, R^Arginine, S=Serlne, 
•^Threonine, V^Valine, W^Tryptophan, Y^T^rosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










SDSEANEPSQSASPEPEPPPTNKWQLDNWLNKV 

NPHKVSPASSVDSNIPSSQGYKKEGREQGTGNSY 

TDTSGPKETSSATPGR\APKPIQKGSESGRGRQKS 

PAQSDSTTQRRTVGKKQPKKAEKAAAEEPRGGL 

KffiSETPVDLASSMPSSRHKAATKGSRKPNIKKES 

KSSPRPTAEKKKYKSTSKSSQKSREHETDTSSSDS 

DESESLPPSSQTPKYPESNRTPVKPS SVEEEDSFFR 

QRMFSPMEEKELLSPLSEPDDRYPLIVKIDLNLLT 

RIPGKPYKETEPPKGEKKNVPEKHTREAQKQASE 

K^SNKGKRKHKNEDDNRASESKKPKTEDKNSA 

GHKPSSNRESSKQSAAKEKDLLPSPAGPVPSKDP 

KTEHGSRKRHSQSSSLKSSSNSNKETSGSSKNSS 

STSKQKKTEGKTSSSSKEVKVKAPSSSSNCPPSAP 

TLDSSKPRRTKLVFDDRNYSADHYLQEAKKLKH 

NADALSDRFEKAVYYLDAWSFIECGNALEKNA 

QESKSPFPMYSETVDLI 


3317 


A 


496 


2 


NLLQDEKLVHSYPYDWRTQETCGY1VPARQWFI 
NXTRDIKTAAKELLKK VKFIPG S ALNGMVEMMD 
RRPYWCISRQRVWGVPIP\nETHHKTKDEYLINSQT 
TErnVKLVEQHGSDIWWTLPPEQLLPKEVLSEVG 
GPDALEYVPGQDILDIWFDSGTSWSYVLPGPD 


3318 


A 


2 


512 


AWHEGDSRSDQCHHPYNYGFDYYYGMPFTLVD 

SCWPDPSRNTELAFESQLWLCVQLVAIAILTLTF 

GKLSGWVSVPWLLIFSMILFIFLLGYAWFSSHTSP 

LYWDCLLMRGHEITEQPMKAE\RAGSIMVKEAIF 

LFRKGHSKGKLFLLFFLPFLQVHKTFPTTDGFHW 

AP 


3319 


A 


407 


1 


SSLHRSPRPASPLPVPEAP\SFLPVPAPKPSALPPFS 
LSGAPSSASTFSPHSSPSPASPTPAPSPQSPFPSRPT 
SPPSLTPTRRPPLPADRRGPHLLYQPLHAPLEAAA 
TGPE/PSAAAGRLPRPRPPWRAAYPASR 


3320 


A 


4037 


3432 


QMSEAVAEKMLQYRRDTAGWKICREGNGVSVS 
WRPSVEFPGNLYRGEGIVYGTLEEVWDCVKPAV 
GGLRVKWDENVTGFEIIQSITDTLCVSRTSTPSAA 
MKLISPRDFVDLVLVKRYEDGTISSNATHVEHPL 
CPPKPGFVRGFNHPCGCFCEPIJ'GEPTKTNLVTFF 
HTDLSGYLPQNWDSFFPRSMTRFYANLQKAVK 


3321 


A 


37 


360 


SHSASGAGRPAAPAADLRPAPNGQRPGPRLGAR 
ALWLPPRGRPDEAGRLPGEHLPQVPWDPGLTRS 
PSPRGPCRGAARAGHVGETPAPWGCPPPCAWEH 
KGPGSEGTP 


3322 


A 


1 


420 


AIVEDKHSGRSYDITSDLGNVLTSTSIAKTVNG*A 

ESSDSGAESDEEDAQEDLMGAYHSDIDKKMMKI 

VADHKNLEVIVTNGYDKDGFVHDIQNDIHASSSL 

NGRSTVHVKPIDENLGQTGKSAVCIHQDINDDH 

VEDVT 


3323 


A 


8 


459 


DTLSLNCTLPETLPMTPSF*LSFL*FPGLARAKSIP 

TKTYSNEWTLWYRPPDELLGSTDYSTQIDMW*G 

QVEVWQGPCGKGGGLVTTATQPAAFLFTVPSLP 

RGVGCIFYEMATGRPLFPGSTVEEQLHFIFRILSE 

EAWALCAVETHR 


3324 


A 


1276 


466 


PGSTHASARJTIY*L*IILSNATEVDNNFSKPPPFFP 
AGAPPASSSSSSSSSSPPTVSTAPPLIPPPGFPPPPG 
APPPSLIPTffiSGHSSGYDSRSARAFPYGNVAFPH 
LPGSAPSWPSLVDTSKQWDYYARSSSSSSSSSSSS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteJne, D=Aspartic Add, 
E-Glutamic Add, ^-Phenylalanine, G=Glydne, H->Hbtidine, 
Msoleodne, K«=Lyslne, I^Leudne, M-Methionine, 
N=Asparagine, PHProline, Q^Glutamine, R-Arginine, S^Serine, 
T=-Threonine, V=Valine, W^Tryptopban, V^rosine, 
X-Unknown, *=Stop codon, A*posslb]e nudeotide deletion, 
^possible nudeotide insertion 










SSSPRDRDRER*RTRERERERDHSPTPSVFNSDEE 
RYRYREYAERGYERHRASREKEERHRERRHREK 
EETRHKSSRSNSRRRHESEEGDSHRRHKHKKSKR 
SKEGKEAGSEPAPEQESTEATPAE 


3325 


A 


266 


3312 


TCLFSASCSSLPSPSSSFALLSTENTQRTYRVNPD 

GSLRVTFASGMEIGLSSEPHILAGAVNPTLGKCNI 

SLPGEHNANUSVL**GEQGCA*NVFfflSFS*AHN 

RNIXSIDFDHITRTGKIYDDHRKFTLRILYDQTGR 

PILWSPVSRYNEVNITYSPSGLVTFIQRGTWNEK 

MEYDQSFL*SPQL*LSIICYSAFVSFQSVMLLLHS 

QRRYIFEYDQPDCLLSVTMPSMVRHSLQTMLSV 

GYYRMYTPPDSSTSFIQDYSRDGRLLQTLHLGTG 

RRVL YK YTKQ ARLSEVL YDTTQ VTLTYEES SGD 

LSDSSTLIA*LLTVFVLVPAGPLIGRQIFRFSEEGL 

VNARFDYSYNNFRVTSMQAVINETPLPIDLYRYV 

DVSGRTEQFGKFSVINYDLNQVITTTVMKHTKIF 

SANGQVIEVQYEILKAIAYWMTIQYDNVGRMVI 

CDIRVGVDANITRYFYEYDADGQLQTVSVNDKT 

QWRYSYDLNGNINLLSHGKSARLTPLRYDLRDRI 

TRLGEIQYKMDEDGFLRQRGNDIFEYNSNGLLQ 

KAYNKASGWTVQYYYDGLGRRVASKSSLGQHL 

QFFYADLTNPIRVTHLYNHTSSEITSLYYDLQGH 

LIAMELSSGEEYYVACDNTGTPLAVFSSRGQVIK 

EDLYTPYGDIYHDTYPDFQVIIGFHGGLYDFLTKL 

VHLGQRDYDWAGRWTTPNHHIWKQLNLLPKP 

FNLSTKLKYGIFHFLFLILCLTDIRSWLELFGFQL 

HNVLPGFPKPELENSPSI*QMSNSMLHLLCASLS* 

TELGIQCELQKQLRNFISLDQLPMTPRYNDGRCLE 

GGKQPRFAAVPSVFGKGIKFAIKDGIVTADIIGVA 

h^DSRRLAAILNNAHYLENLHFTIEGRDTHYFIK 

LGSLEEDLVLIGNTGGRRILENGVNVTVSQMTSV 

LNGRTRRFADIQLQHGALCFNIRYGTTVEEEKNH 

VU&ARQRAVAQAWTKEQRRLQEGEEGIRAWTE 

GEKQQLLSTGRVQGYDGYFVLSVEQ 


3326 


A 


290 


1041 


KACLHLLSSFLTSNFLFNPLLPDSLYSVEARSQRA 

KLGPCRRKRLQTLMRLAAGFQYSSHKDPSLSAK 

EKHTDYHNEARGPWPGWVG*RTADGSCGRGPD 

GAHHPGPKSSSWRASRLLPGLGGSHHLDAYVGR 

DLECGTPAPLQLEIPPQPRGHPAPIPTGQAGPRDS 

GPGASP*VETRPLTDGRR*PGVRPVGWTPAHPAG 

TLRPRGAVEPSVSACGKWAPSPTSQGCCEGRCD 

AVPKHRAWRTPLCSQ 


3327 


A 


1 


418 


CSECGKSFCKKSKFIIHQRTHTGEKPYECNQCGK 

SFCQKGTLTVHQRTHTGEKPYECNECGKNFYQK 

LHLIQHQRTHSGEKPYECSYCGKSFCQKTHLTQH 

QRTHSGERPYVCHDCGKTFSQKSALNDHQKIHT 

GVKLY 


3328 


A 


1 


270 


VTRKLPIFIVDAFTARAFRGSPAADCLLENELDED 

MHQKIAREMNLSETAFIRKLJIPTON^ 

IWFTPTTOLQILTSSILPSIL 


3329 


A 


45 


419 


EELSCWQIWQQIANDLTRCQDSMINNSQCHKQG 
DFPYQVGTELSIQISEDENYIVNKADGPNNTGNP 
EFPILRTQDSWRKTFLTESQRLKRDQQISIKNKLC 
QCKKGVDPIGWISHHDGHRVHKR 


3330 


A ■ 


64 


430 


FWROTTGLAPAAAVATTTSSSTMRFTSISNSLTST 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

locution 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresnon d ins 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«AIanine OCysteine, D»Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G«GIydne, H-Histidine, 
fclsoleudne, K=Lysine, b-Leudne, M^Metnionlne, 

NBAeRflrfipineJ pnprflllne. 0=G1 litem Ins. RnAnHnfnA C=Gor!ne 

T«=Threonine, V=Valine, W^Tryptophan, Y^iyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
V*possible nudeotide insertion 










AAIGLSFlTSriTlAl^l'NlXlTITSGFTVNQNQ 
LLSRGFENLWYTSTVSVVTTPVMTYGHLEGLIN 
EGNLELEIKRRLSSQATQ 


3331 


A 


3 


407 


TFGCSCTDCEFQKCCPAEAGVLLAYNKNQQIKIP 
PGTPIYECNSRCQCGPDCPNRIVQKGTQYSLCIFR 
TSNGRGWGVKTLVKIKRMSFVMEYVGEVITSEE 
AERRGQFYDNKGITYLFDLDYESDEFTVDAARY 


3332 


A 


25 


461 


PAADFVLO ARPTRADILGIHSKYDEVRKAGACF Y 

KMTGLGPGPQALTOGEPFKHEEMNIKELKMAVL 

QRMMDASVYLQREVFLGTLM)RTNAIDFLMDR 

NNVWRINTLELRTNQQYLNLLSTSVTADAEDFS 

TFFFLDSQDKSA 


3333 


A 


317 


54 


AWIIFLPPLTSCPLWAPGTKHKTILEARSGLGPIK 
AYPRLGPPTPGEPEAPAQDRTFHCEICNVKVNSK 
VQLKQfflSSRRHEIVDPV 


3334 


A 


304 * 


410 


AGPSLPSNLRQIFQSLPPFMDILLLLLFFMnFAI 


3335 


A 


19 


418 


VESRNSRVQPRVRLNDRTNAIDFLMDRNNVVPRI 
NTLILRTNQQYLNLISTSVTADVEDFSTFFFLDSQ 
DKSAVIAKNMYYLTQDDESIISAATLWIIADFDK 
PSGRKLLFNALKHMITSVHSRVGnYNPFF 


3336 


A 


1 


1003 


PSSYSSDELSPGEPLTSPPWAPLGAPERPEHLLNR 
VLERLAGGATRDSAASDILLDDIVLTHSLFLPTEK 

HFLDTYQGLLQEEEGAGHIIKDLYLLIMKDESLY 

QGLREDTLRLHQLVETVELKIPEENQPPSKQVKP 

LFRHFRRIDSCLQTRVAFRGSDEIFCRVyMPDHS 

YVTIRSRLSASVODILGSVTEKLOYSEEPAGREDS 

LILVAVSSSGEKVLLQPTEDCVFTALGINSHLFAC 

TRDSYEALVPLPEEIQVSPGDTEIHRVEPEDVANH 

LTAFHWELFRCVHELEFVDYVFHGE 


3337 


A 


444 


43 


KILLCLANOFPDISFCP ALPA W ALLLHYSIDEAE 
CFEKACRILACNDPGRRLIDQSFLAFESSCMTFGD 
LVNKYCQAAHKLMVAVSEDVLQVYADWQRWL 
FGELPLCYFARVFDVFLVEGYKVLYRVALAXXF 


3338 


A 


1 


398 


FRGKVRGRSAEMPGSDTALTVDRTYSDPGRHHR 
CKSRVERHDMNTLSLPLNIRRGGSDTNLNFDVPD 
GILDFHKVKLTADSLKQKILKVTEQIBQEQTSRDG 
NVAEYLKLVNNADKOOAGRIKOVFEKKNOK 


3339 


A 


1 


665 


AAAASNWGLITNIVNSIVGVSVLTMPFCFKQCGI 

VLGALLLWCSWMTHOSCMFLVKSASLSKRRTY 

AGLAFHAYGKAGKMLVETSMIGLMLGTCIAFYV 

VIGDLGSNFFARLFGFQVGGTFRMFLLFAVSLCI 

VLPLSLQRl^MMASIQSFSAMALLFVTVFMFVIVL 

SSLKHGLFSGQWLRRVSYVRWEGVFRCIPIFGMS 

FACQSQVLPTYDSLDEPSV 


3340 


A 


198 


367 


LLPLQVLQEAFSRCVAVLTRSSKPSDMSVQVCG 
YISKCYSVAAOFEECREKITEMP 


3341 


A 


562 


277 


HSVIKRTPRKYLAEIYLIDDFSNKEHLKEKLDEYI 
KLWNGLVKVFRNERREGLIQARSIGAQKAKLGQ 
VLIYLDAHCEVAVNWYAPLVAPISKDR 


3342 


A 


385 


2 


NLTWWPLFRDVSFYWDLIMLIIFFLDNVMWWE 
SLLLLTAYFCYVWMKFNVQVEKWVKQMINRN 
KWKVTAPEAQAKPSAARDKDEPTLPAKPRLQR 
GGSSASIJEINSIMRNSIFQNKIHI1J5PHV 


3343 


A 


1 


385 


FRVDNSEEWKDVPHSSERSFKLDSLKCGTWYKV 
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SEQID 
NO: 

• 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
pepnae 
sequence 


Amino acid sequence (A»AJanine OCysteine, B-Aspurtic Add, 
E-Glutamic Acid, ^Phenylalanine, G=G»yrine,H=Hlstidine, 
I-Isoleudne, K<=Lyslnc, L^Leudne, M«Methion)ne, 
N«Asparagine, P-Proline, Q=Glutamine, R^Arginine, S=Serine, 
T^Threonine, V=Valine, W=Try ptophan, Y=Tyrosine, 
X»Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nudeotide insertion 










KLAAKNSVGSGRISEnEAKTHGREPSFSKDQHLF 
THINSTHARLNLQGWNNGGCPITAIVLEYRPKGT 
WAWQGLRANSSGEVFLTELREATWY 


3344 


A 


351 


147 


SPACITSSLSQHIADPRAAPTEVKVRVMNSTAISL 
QWNRVYSDTVQGQLREYRVRKPAPDSPNYPAH 


3345 


A 


351 


147 


SPACITSSLSQHIADPRAAPTEVKVRVMNSTAISL 
QWNRVYSDTVQGQLREYRVRKPAPDSPNYPAH 


3346 


A 


3 


1509 


AGIRHEAPPTTSNRHRRQIDRGVTHLMSGLKMP 

RGIAIDWVAGNVYWTDSGRDVIEVAQMKGENR 

KTLISGAfflDEPHAIVVDPLRGTMYWSDWGMIPK 

IETAAMDGTLRETLVQDNIQWPTGLAVDYHNER 

LYWADAKLSVIGSIRLNGTDPIVAADSKRGLSHP 

FSmVFEDYIYGVTYINNRWKIHKFGHSPLVNLT 

GGLSHASDWLYHQHKQPEVTNPCDRKKCEWL 

CLLSPSGPVCTCPNGKRLDNGTCVPVPSPTPPPD 

APRPGTCNLQCFNGGSCFLNARRQPKCRCQPRY 

TGDKCELDQCWEHCRNGGTCAASPSGMPTCRCP 

TGFTGPKCTQQVCAGYCANNSTCTVNQGNQPQ 

CRCLPGFLGDRCQYRQCSGYCENFGTCQMAAD 

GSRQCRCTAYFEGSRCEVNKCSRCIJEGACVVNK 

QSGDVTCNCTDGRVAPSCLTCVGHCSNGGSCTM 

NSKMMPECQCPPHMTGPRCEEHVFSQQQPGHIA 

SIL1P 


3347 


A 


974 


666 


SPEMESHPITQAGVQWHHLSSLQPLPPGFK*FSCF 
SLPE*LGYRHVPPCLANSVFSVEMG\FLHVGQAG 
LELLTSGDLPALASQSAGITGVSHRARPENGFENIF 


3348 


A 


1 


1171 


LSKITMPVICNEPLSHQRLTEYM*HTYFIHRPSSL 

SDPVDRMQCVAAFAVSAVASQWERTGKPFNPLL 

GETYELVRDDLGFRLISEQVSHHPPISAFHAEGLN 

NDFIFHGSIYPKLKFWGKSVEAEPKGTITLELLEH 

KEAYTWTNPTCCVHNIWGKLWIEQYGNVEIINH 

KTGDKCVLNFKPCGLFGKELHKVEGY1QDKSKK 

KLCALYGKWTECLYSVDPATFDAYKKNDKKNT 

EEKKNSKQMSTSEELDEMPWDSESVFHPGSVLL 

WRIAPRPPNSAQMYNFTSFAMVLNEVDKDMESV 

IPKTDCRLRPDIRAMENGEIDQASEEKKRLEEKQ 

RAARKNRSICSEEDWKTRWFHQGPNPYNGAQD 

WIYSGSYWDRNYFNLPDIY 


3349 


A 


403 


497 


NFASSSGKYLRTQKIKCLNNKFTPFPTTEKK*SQS 
VRPP*SNRIY*ELQS*NISFS*LPN*NFASSSGKYLR 
TQKDCCLNNKFTPFPTTEKK 


3350 


A 


1 


712 


GAPAQDCICLPFPFHSSFLESDIRKPARRKIQTTOP 

DFLLLLFMSVPVVSAPPFCPPAEGSRDGRPKASV 

ARPAAVHEHHSPRDCGHLPDVIRSSLGGWQPH*P 

AQPENRLL*LLPVE*GHQHPTVSPVP*AGSPGGAS 

GWPGPGQAWRVRVPGPHPLCPPASPPSPVQQ**E 

SVAAGSGLPGCVLCAAGRRPGPLPLLCVEVGQA 

LPPGAWVSSSGQRPGLTHPLAYSHGCVPSEG 


3351 


A 


1 


428 


MAAWAATALKGRGARNARVLRGELAGATANK 

ASHNRTRALQSHSSPEGKEEPEPLSPELEYIPRKR 

GKNPMKAVGLAWAIGFPCGILLFILTKREVDKDR 

VKQMKARQNMRLSNTGEYESQRFRASSQSAPSP 

DVGSGVQT 


3352 


A 


2 


841 


RTLFRGRRRREDDRISRPHPSTAESKAPTPKFDLL 
ASNFPPIJPGSSSRMPGELVl^NRMSDVVKGVYK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCystelne, D=Aspartic Add, 
E«=G1utamic Acid, ^Phenylalanine, G^Glycinc, HHBistidtne, 
I=Isoleudne, K B Lysine, L^Leudne, /^Methionine, 
N=Asparagine t P-Proline, Q=Glutamine, R^Arginine, S^Serine, 
•^Threonine, V«Valine, W^ryptophan, Y-Tyrosine, 
X«Unknown, *=5top codon, possible nudeotlde ddetion, 
V=possibIe nudeotfde insertion 










EKDNEELTISCPVPADEQTECTSAQQLNMSTSSP 

CAAELTALSTTQQEKDLIEDSSVQKDGLNQrnP 

VSPPSTTKPSRASTASPCNNNINAATAVALQEPR 

KLSYAEVCQKPPKEPSSVLVQPLRELRSNWSPT 

KNEDNQAPENSVEICPHEKPEARASKDYSGFRGN 

HPRGAAGKIREQRRQFSHRAIPQGVTRRNQKEQ 

YVPPRSPK 


3353 


A 


1054 


587 


IATPTWTAPLTATPTPAHQYGPARVPNGAPRLEP 

PPGKRECRVGQYVVDLTSFEQLALPVLRNADCS 

SGPGQRVCVIDEIGKMELFSQLFIQAVRQTLSTPG 

THLGTIPVPKGKPLALVEEIRNRiaDVKVFhrV 

NRNHLLPDIVTCVQSSRK 


3354 


A 


56 


1268 


GMEPVGCCGECRGSSVDPRSTFVLSNLAEWER 

VLTFU>AKALLRVACVCRLWRECVRRVLRTHRS 

VTWIS AGLAEAGHLEGHCLVRVVAERT .ENVRILP 

HTVLYMADSETFISLEECRGHKRARKRTSMETA 

LALEKLFPKOCOVLGIVTPGIVVTPMGSGSKRPO 

EEEIGESGFALLFPQBEGIKIQPFHFIKDPKNLTLER 

HQLTEVGLLDNPELRWLVFGYNCCKVGASNYL 

QQWSTFSDMNIILAGGQVDNLSSLTSEKNPLDI 

DASGWGLSFSGHRIQSATVLLNEDVSDEKTAEA 

AMQRLKAANIPEHNTIGFMFACVGRGFQYYRAK 

GNVEADAFRKFFPSVPLFGFFGNGEIGCDRIVTG 

NFILRKCNEVKDDDLFHSYTTIMALIHLGSSK 


3355 


A 


1 


707 


GTSSGLGGDRLAAPGPSPPSFYPQGRGERAYDIY 

SRLLRERIVCVMGPIDDSVASLVIAQLLFLQSESN 

KKPIHMYINSPGGVVTAGLAIYDTMQYILNPICT 

WCVGQAASMGSLLLAAGTPGMRHSLPNSR1MIH 

QPSGGARGQATDIAIQAEEIMKLKKQLYNTYAKH 

TKQSLQVIESAMERDRYMSPMEAQEFGILDKVL 

VHPPQDGEDEPTLVQKEPVEAAPAAEPVPAST 


3356 


A 


352 


338 


FNYNFCRNLHMPSFLV*PGMCGLLAKHLSFHIVG 
AFLIT/LGVAALCKFAVA*PRKKAYADFYRNYN* 
DCEFEVRKANISQSTK 


3357 


A 


1 


403 


ALGSCGGLLGTGLLKGTMSGTLWSKGIFAGYKR 
RIRIQREHTAVLKIEG\VYARDETEFYLRMICANV 
YKANNNTVTPVLTPDKTRVMWRKVTQAHGISI 
MVRAQFRTNLPADAIGHRIRMML*PSRMYTTEPS 


3358 


A 


71 


2897 


FCSKDKCCLYLPDSINRSKSCTAKPGAHSQDRHA 

VMDSERQVKDTDDffiSPKRSIRDSGYIDCWDSER 

SDSLSPPRHGRDDSFDSLDSFGSRSRQTPSPDWL 

RGSSDGRGSDSESDLPHRKLPDVKKDDMSARRT 

SHGEPKSAVPFNQYLPNKSNQTAYVPAPLRKKK 

AEREEYRKSWSTATSPAGLGKKALQDYGPRTVPV 

S\DDAESTSMFDMRCEEEAAVQPHSRARQEQLQ 

LINNQLREEDDKWQDDLARWKSRKRSVSQDLIK 

KEEERKKMEKLLAGEDGTSERRKSDCTYREIVQE 

KERRERELHEAYKNARSQEEAEGILQQYIERFTIS 

EAVLERLEMPKILERSHSTEPNLSSFLNDPNPMK 

YLRQQSLPPPKFTATVETTIARASVLDTSMSAGS 

GSPSKTVTPKAVPMLTPKPYSQPKNSQDVLKTFK 

VDGKVSVNGETVHREEEKERECPTVAPAHSLTK 

SQMFEGVARVHGSPLELKQDNGSIEINIKKPNSV 

PQEIAATTEKTEPNSQEDKNDGGKSRKGNIELAS 

SEPQHFITTVTRCSPTVAFVEFPSSPQLKNDVSEE 
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NO: 


Mmthntl 
JTXCUIUU 


JTrCulCIcO 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


tTeuictea end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^Alanine OCysteine, D=Aspartic Add, 
E-Glutamic Add, ^Phenylalanine, ©^Glycine, H-Hlstldlne, 
I"lsoleodne, K=Lysine, L=Leudne, M«Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
Threonine, V°Vaiine, W«Tryptophan, Y-^Tyrosine, 
X=Unknown, *«Stop codon, /^possible nudeotide deletion, 
^possible nudeotide insertion 










KDQKKPENEMSGKVELVLSQKWKPKSPEPEAT 

LTFPFLDKMPEANQLHLPNLNSQVDSPSSEKSPV 

TTPFKFWAWDPEEERRRQEKWQQEQERLLQER 

YQ\KEQDK\LKEE\WEKAQKEVEEEERRYYEEEP* 

II\EDPWPFTVSSSSADQLSTSSSMTEGSGTMNKI 

DLGNCQDEKQDRRWKKSFQGDDSDLLLKTRES 

DRLEEKGSLTEGALAHSGNPVSKGVHEDHQLDT 

EAGAPHCGTNPQLAQDPSQNQQTSNPTHSSEDV 

KPKTLPLDKSINHQIESPSERRKSISGKKLCSSCGL 

PLGKGAAMIIETLNLYFHIQCFRCGMCKGQLGDA 

VSGTDVMRNGLLNCNDCYMRSRSAGQPTTL 


3359 


A 


3 


368 


EVTASREGRGACAWECGSSRGPWGLLRGTFAPV 
RAATP*S*LPKGSLRHRP*/CPPPVHLPPKSSCPPR 
AWAGRATSM*TSSYSSEYQPQTP*ALVTLPPRSY 
YLLTHLLTLTHLHHQILFEP 


3360 


A 


2 


392 


ARGIGSLGRDHSGSGGGTGMAGAWVRKAADYV 
RSKDFRDYI^STHFWGPVANWGLPIAAITDMK\ 
KSPEnSRRMTFAL*CYSLTFVRFAHYVQ\PWNWL 
MLGCHTAVDFDQLISSMPCISHGMTASASAL 


3361 


A 


4619 


532 


LLLGRANSPPYNSWRTLPPATLLLRRAGWESF 

WSCQSRSPWPPRPEVRAPAKGPRGVAGAAGACS 

AGARLGDAAGGDPASGQAARGCGARAPRGLGR 

TARARDTAMEDAGAAGPGPEPEPEPEPEPEPAPE 

PEPEPKPGAGTSEAFSRLWTDVMGILDGSLGNID 

DLAQQYADYYNTCFSDVCERMEELRKRRVSQD 

LEVEKPDASPTSLQLRSQIEESLGFCSAVSTPEVE 

RKNPLHKSNSEDSSVGKGDWKKKNKYFWQNFR 

KNQKGIMRQTSKGEDVGYVASEITMSDEERIQL 

MMMVKEKMITIEEALARLKEYEAQHRQSAALDP 

ADWPDGSYPTFDGSSNCNSREQSDDETEESVKF 

KRLHKLVNSTRRVRKKLIRVEEMKKPVSTEGGEE 

HVFENSPVLDERSALYSGVHKKPLFFDGSPEKPP 

EDDSDSLTTSPSSSSLDTWGAGRKLVKTFSKGES 

RGLIKPPKKMGTFFS YPEEEKA QKVSRSLTEGEM 

KKGLGSLSHGRTCSFGGFDLTNRSLHVGSNNSDP 

MGKEGDFVYKEVIKSPTA SRJSLGKKVKS VKET 

MRKRMSKKYSSSVSEQDSGLDGMPGSPPPSQPD 

PEHLDKPKLKAGGSVESLRSSLSGQSSMSGQTVS 

TTDSSTSNRESVKSEDGDDEEPPYRGPFCGRARV 

HTDFTPSP YDTD SLKLKKGDIIDIISKPPMGTWMG 

LLNNKVGTFNFIYVDVLSED\EEKPKRPTRRRRK 

GRPPQPKSVEDLLDRINLKEHMPTFLFNGYEDLD 

TFKLLEEEDLDELNIRDPEHRADLLTAVELLQEY 

DSNSDQSGSQEKLLVDSQGLSGCSPRDS*CYESS 

ENLENGKTRKASLLSAKSSTEPSLKAFSRNQLGN 

YPTLPLMKSGDALKQGQEEGRLGGGLAP\DTSKS 

CDPPGC*LVLN\BO^RRKPPSFPSCRSC\ETL\EGPQ 

TVDTWPRSHSLDDLQVEPGAEQDVPTEVTEPPPQ 

IVPEVPQKTTASSTKAQPLEQDSAVDNALLLTQS 

KRFSEPQKLTTKKLEGSIAASGRGLSPPQCLPRNY 

DAQPPGAKHGLARTPLEGHRKGHEFEGTHHPLG 

TKEGVDAEQRMQPKIPSQPPPVPAKKSRERLANG 

LHPVPMGPSGALPSPDAPCLPVKRGSPASPTSPSD 

CPPALAPRPLSGQALGSPPSTRPPPWLSELPENTS 

LQEHGVKLGPALTR\KVSCARGVDLETLTENKL\ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add Beqnence (A=AIanine OCysteine, D=Aspartic Add, 
E^Glutamk Add, ^Phenylalanine, G=Glydne, BNBistidlne, 
I^Isolendne, KHLyslne, L»»Leacine, ^Methionine, 
N=Asparagine, P=*Proline, Q^Glntamlne, R«Argiuine, S=Serine, 
T=Threonine, V=VaIine, W^Tryptophan, Y=Tyroslne, 
X=Unknown, *=»Stop codon, /possible nucleotide deletion, 
V^possible nucleotide insertion 










HAEGIRSSRREPYS*LRHGRCGI\P\EALVQRYAED 
LDQPERDVAANMDQIRVKQLRKQHRMAIPSGGL 
TEI(mKPVSPGCIS\SVSDWLISIGLPMYAGTLSTA 
GFSTL\SQVPSLSHTCLQEAG\1TEERHIRK\LLSAA 
RLFKLPPGPEAM 


3362 


A 


1 


4653 


FRGGVGYAHTLHLLPFAGSSVVLARARRTDRWT 

SGLVEMATLSLTVNSGDPPLGALLAVEHVKDDV 

SISVEEGKENILJWSENVIFTDVNSILRYLARVAT 

TAGLYGSNLMEHTEIDHWLEFSATKLSSCDSFTS 

TINELNHCLSLRTYLVGNSLSLADLCVWATLKG 

NAAWQEQLKQKKAPVHVKRWFGFLEAQQAFQS 

VGTKWDVSTTKARVAPEKKQDVGKFVELPGAE 

MGKVTVRFPPEASGYLHIGHAKAALLNQHYQV 

WKGKLIMRFDDTNPEKEKEDFEKVILEDVAML 

HIKPDQFTYTSDHFETIMKYAEKLIQEGKAYVDD 

TPGEQIKAEREQRIESKHRKNPIEKNLQMWEEMK 

KGSQFGHSCCUIAKIDMSSNNGCMRDPTLYRCK 

IQPHPRTGN*Y\N\^YPTYDFACPrVDSIEG\nrHAL 

RTTEYHDRDEQFYWIIEALGIRKPYIWEYSRLNL 

NNTVLSKRKLTWFV^^GLVIXjWDDPRFPTVRG 

VLRRGMTVEGLKQFIAAQGSSRSVVNMEWDKI 

WAFNKKVIDPVAPRYVALLKKEVIPVNVPEAQE 

EMKEVAKHPKNPEVGLKPVWYSPKVFIEGADAE 

TFSEGEMVTFIWGNLMTKIHKNADGKESLDAK 

LNLENKDYKKTTKVTWIAETTHALPIP^ 

HLITKPVLGKDEDFKQYVNKNSKHEELMLGDPC 

LKDLKKGDIIQLQRRGFFICDQPYEPVSPYSCKEA 

PCVLIYIPDGHTKEMPTSGSKEKTKVEATKNETS 

APFKERPTPSLNNNCTTSEDSLVLYNRVAVQGD 

WRELKAKKAPKEDVDAAVKQLLSLKAEYKEK 

TGQEYKPGNPPAEIGQNISSNSSASILESKSLYDE 

VAAQGEVVRKLKAEKSPKAKINEAVECLLSLKA 

QYKEKTGKEYIPGQPPLSQSSDSSPTRNSEPAGLE 

TPEAKVLFDKVASQGEWRKLKTEKAPKDQVDI 

AVQELLQLKAQYKSUGVEYKPVSATGAEDKDK 

KKKEKENKSEKQNKPQKQNDGQRKDPSKNQGG 

GLSSSGAGEGQGPKKQTRLGLEAKK\EENLADW 

YSQVITKSEMmYHDISGCrnLRPWAYAIWEAIKD 

FFDAEIKXLGVENCYFPMFVSQSALEKEKTHVA 

DFAPEVAWVTRSGKTELAEPIAIRPTSETVMYPA 

YAKWVQSHRDLPIKLNQWCNVVRWEFKHPQPF 

LRTREFLWQEGHSAFATMEEAAEEVLQILDLYA 

QVYEELLAIPWKGRKTEKEKFAGGDYTIT1EAF 

ISASGRAIQGGTSHHLGQNFSKMFEIVFEDPKIPG 

E»rk\^rr\. IylNOW \J JU 1 1 JR. 1 IVJ V JV1 1 IVi V JClVJJL/XN JVIUJU V JU 

PPRVACVQWIIPCGITNALSEEDKEALIAKCNDY 

RRRLLSVNIRVRADLRDNYSPGWKFNHWELKG 

VPIRLEVGPRDMKSCQFVAVRRDTGEKLTVAEN 

EAETKLQAILEDIQVTLFTRASEDLKTHMVVANT 

MEDFQKILDSGKIVQPFCGEIDCEDWIKKTTARD 

QDLEPGAPSMGAKSLCIPFKPLCELQPGAKCVCG 

KNPAKYYTLFGRSY 


3363 


A 


3797 


1514 


LGGAAPETMPFPVTTQGSQQTQPPQKHYGITSPIS 

LAAPKETDCVLTQK\LI\ETLKPFGGFLKKEEGTA 

SRRNFNFGKN*I>^VKEWIRRNQ*KAKNLPQSW 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

seqnence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D»Aspartic Add, 
E=GIutamic Add, ^Phenylalanine, G-Gtycine, H-Hlstidine, 
I=Isoleucine, KpLysine, IHLeucine, M=Methionine, 
N^Asparaglne, F»ProUne, Q^Glutamlne, R«Arginine, S=£erine, 
T^Threonlne, V-Valine, W-^Tryptophan, Y=Tyrosine, 
X«UnknowD, *<*Stop codon, ^-possible nucleotide deletion, 
\=posslble nucleotide insertion 










EhmGGKIFT/FLGSYRUGEVHTKGADIDGVCVF 

APRHVDRSDFFTVSFYDKLKLQEEVKDLRAVEEA 

FWV1KLCFDGIEIDILFARLALQT1PEDLDLRDDS 

LLKNLDIRCIRSLNGCRVTDEILHLVPNIDNFRLT 

LRAIKLWAKRHNIYSNILGFLGGVSWAMLVART 

CQLYPNAIASTLVHKFFLVFSKWEWPNPVLLKQP 

EECNLlSLPVWDPRVNPSDRYHLMPnTPAYPQQN 

STYNVSVSTRMVMVEEFKQGLAITDEILLSKAE 

WSKLFEAPNFFQKYKHYIVLLASAPTENQRLEW 

VGLVESKIRILVGSLEKNEFITLAHVNPQSFPAPK 

ENPDKEEFRTMWVIGLVFKKTENSENLSVDLTY 

DIQSFTDTVYRQAINSKMFEVDMKIAAMHVKKK 

vLHQLLPNH VLQKKKKilS rEGVKLT SLD 

LSMDSDNSMSVPSPTSATKTSPLNSSGSSQGRNS 

PAPAVTAASVTNIQATEVSVPQVNSSESSGGTSSE 

SIPQTATQPAISPPPKPTVSRVVSSTRLVNPPPRSS 

GNAATSGNAATKIPTPIVGVKRTSSPHKEESPKK 

TKTEEDETSEDANCLALSGHDKTEAKEQLDTETS 

TTQSETIQTAASLLASQKTSSTDLSDIPALPANPIP 

VKNSIKLRLNR 


3364 


A 


54 


3073 


SARTMSYDYHQNWGRDGGPRSSGGGYGGGPAG 

GHGGNRGSGGGGGGGGGGRG/WQGPASRAPER 

PRl^RHVVREKTGAEEQ/WKRRGKREI^VHMDE 

RREEQIVQLLNSVQAKNDKESEAQISWFAPEDHG 

YGTEVSTKNTPCSENKLDIQEKKLINQEKKMFRI 

RNRSYDDRDSEYLLQENEPDGTLDQKLLEDLQKK 

KNDLRYIEMQHFREKLPSYGMQKELVNLIDNHQ 

VTVISGETGCGKTTQVTQFILDmnDERGKGSACRI 

VCTQPRRISAISVAERVAAERAESCGSGNSTGYQI 

RLQSRLPRKQGSILYCTTGHLQWLQSDPYLSSVS 

HIVLDEIHERNLQSDVmTVVKDLLNFRSDLKVI 

LMSATLNAEKFSEYFGNCPMIHIPGFTFPVVEYLL 

EDVIEKIRYVPEQKEHRCQFKRGFMQGHVNSQE 

KEEKEAIYKERWPDYVRELRRRYSASTVDVIEM 

MEDDKVDLNLIVALIRYIVLEEEDGA1LVFLPGW 

DNISTLHDLIJVISQVMFKSDKFLIIPLHSLMPTVN 

QTQWKRTPPGVRKWIATNIAETSITIDDVVYVID 

GGKIKETHFDTQNNISTMSAEWVSKANAKQRKG 

RAG\RVQPGSLLFICINGS*EASLLGWTIQLPEIF/R 

GTPLEELCLQDCVLRLGGI/GLFLSRLMDPPSNEA 

VLLSIRQLVRSLNALDKQEELTPLGVHLARLPVEP 

HIGKMELFGALFCCLDPVLTIAASLSFKDPFVIPLG 

KJgjKJADARRKELAKJDTRSDH^ 

RRRGFRYEKDYCWEYFLSSNTLQMLHNMKGQF 

AEHLLGAGFVSSRNPKDPESNINSDNEKIIKAVIC 

AGLYPKVAKJRLNLGKXRKMVTKVYTKTDGLVA 

VHPKS VNVEQTDFHYNVVLHTiLKMRTS SIYL YD 

QSPARIAl^VKRAVVHMDERREEQIVQLLNSVQ 
AKNDKESEAQISWFAPEDHGYDKKYFFKE 


3365 


A 


439 


878 


ECQmO>lJlETI)LLK3VIKflCT 

imETRKKKSFSQPMSASTKEESQDGRRKGK*L 

KGRARKKNAPQKSMALRILEEGSRPTPSGHSDQL 

NEEL*QNELQLEQ/PEGT*LEQQSEGTQPEQQSGR 

MPTISTLSLSSE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D-Aspartic Add, 
EKjIutamlc Acid, ^Phenylalanine, G=GIyclne, H-Histidine, 
Msoleiidne, K»Lysine, L=>Leucine, M»Methionine, 
N»Asparegine, P=Prollne, Q~GIatamine, R-Argintne, S-Serine, 
T^Tbreonine, V^Valine, W^Tryptophan, Y^rosine, 
X=Unknown t *«*5top codon, ^-possible nucleotide deletion, 
^possible nucleotide insertion 


3366 


A 


1 


827 


FRGYWGVREAFTDASWSGGLGPGKPGMKITRQ 
v~c[ AvirxiT MwrrnvT? PT>vnTT t nmrpn a a t 

JNJl/vrUSXllAJrr JKJLNXNr VJ Y XN-CrJr I \£1LjLiU\J 1 r LyAAL 

RGRIQLREQLPRYLMGETQLCTTRCVLKELETLG 

KDLYGAKLIAQKCQVKNCPHFKNAVSGSECLLS 

MVEEGNPHHYFVATQDQNLSVKVKKKPGVPLM • 

raQNTN!VIJDKPSPKTIAFVKAVESG\RLSQCMRK 

KVSNISKKNRV**KTimGRRKKRKKISGPNPLS 

(XKKKKKAPDTQSSASEKKRKRKi^ 

LSEKQNAEGE 


3367 


A 


40 


1467 


MLWGCRAKACWGPRLSDLVA5LSPQRECISVHV 

GQAGVQIGNACWELFCLEHGIQADGTFDAQASK 

INDDDSFTTFFSETGNGKHVPRAVMIDLEPTVVD 

EVRAGTYRQLFHPEQLITGKEDAANNYARGHYT 

VGKESBDLVLDRIRKLTDACSGLQGFLIFHSFGGG 

TGSGFTSLLMERLSLDYGKKSKLEFAIYPAPQVS 

TAVVEPYNSILTTHTTLEHSDCAFMVDNEAIYDI 

^"DT>XTT T^TCDTJTVT'VrT VFDT TO/"Yn700T*T» A CT tjttt-\/-i a T 

CKluNLDinKr 1 Y irHL^KLioV^iVoMl A&LKrDuAL 

>TVDLTEFQTNLVPYPRIHFPLVTYAPnSAEKAYH 

EQLSVAEITSSCFEPNSQMVKCDPRHGKYMACC 

MLYRGDVWKDVIWAIAAIKTKRTIQFVDWCPT 

GFKVGINYQPPTV^GGDLAKVQRAVCMLSNTT 

AIAEAWAR1J3HKFDLMYAKRAFVHWYVGEGM 

EEGEFS*RPGEDLA\ALE\KDYEEVGTDSFEEENE 

GEEF 


3368 


A 


3 


2597 


SLLEETMDEDSSLREYTVSLDSDMDDASKCLQE 

YDSGTGNTREALRPCPRTVSTKAQPGRSASSSSG 

DKTTSFAEQKIRXLNHTDGESSGSSSQKTTPEGSE 

LNIPHAGAWAQIPEETGLPQGRDTTQLLASEMV 

HLMMK\LKEKR\RAI*AQBCKKMEAAFTKQRQKM 

GRTAFLTWKKKGDGISPLREEAAGAEDEKVYT 

DRAKEKESQKTDGQRSKSLADDCESMENPQAKW 

IJCSPTTPIDPEKQGNLASPSEETLNEGEILEYTKSI 

EKLNSSLHFLQQEMQRLSLQQEMLMQMREQQS 

WVISPPQPSPQKQIRDFKPSKQAGLSSA1APFSSD\ 

SPR\PTHPSSTSLLNRKSASFSVKSQRTPRPNELKI 

TPLNRTLTPPRSVDSLPRLRRFSPSQVPIQTRSFVC 

FGDDGEPQLKESKPKEEVKKEELESKGTLEQRG 

HNPEEKEIKPFESTVSEVLSLPVTETVCLTPNEDQ 

LNQPTEPPPKPVFPPTAPKNVNLEEVSLSDLKPPE 

KADVPVEKYDGESDKEQFDDDQKVCCGFFFKD 

DQKAENDMAMKRAALLEKRLRREKETQLRKQQ 

DBAEMEHKKEETRRKTEEERQKKEDERARREFIR 

nPVTV/TRPT^nT tf*T TMPTYMnTVTl£PPPnVVl£fYK'"K' r»p 
v^n i syiJSJSJSx^LtJSJ^jyiaiJjy x v lrwrisx \£ v v jvv^jsjsa^i\. 

PKSIHRDHffiSPKTPIKGPPVSSLSLASLNTGDNES 

VHSGKRTPRSESVEGFLSPSRCGSRNGEKDWEN 

ASTTSSVASGTEYTGPKLYKEPSAKSNKHnQNAL 

RDSGCQFR5LYTYCPETEEINKLTOIGPKS1TKKM 
ffiGLYKYNSDRKQFSHIPAKTLSASVDAITfflSHL 
WQTKRPVTPKKLLPTKA 


3369 


A 


977 


594 


RGSGLTQEPGSVGQLALACAEGAVEWLYPAGAL 
RLTLGGPDPRARPGIACLRPVRPFAGAQVFAERA 
GGALELLLAEGPGPAGGRCVRWGPRERRALFLQ 
ATPHQDISRRVAAFRFELREDGRPEIAP 


3370 


A 


345 


1383 


DLSLECTGFKETNLGVYFLSSKWVLRLYALHIID 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=AIanfne OCysteine, D^Asparttc Acid, 
E=GIutamic Add, ^Phenylalanine, G=Glydne, H=Htetidinc, 
Msolencine, K-Lysine, L=Lencine, M=Methionine, 
N=Asparaglne, P=Proline, <£=Glutamine, R-=Arginlne, S^Serine, 
T=Threonine, V«Valine, W«Tryptophan, Y«=Tyrosine, 
X«Unknown, *«Stop codon, ^possible nucleotide deletion, 
V=possible nucleotide insertion 










YSAVLFPC* AMDHLESFIAECDRRTELAKKRLAE 

TQEEISAEVSAKAEKVHELNEEIGKLLAKAEQLG 

AEGNVDESQKILMEVEKVRAKKKEAEKTVAEK 

QEKRNQDRIJIRKEEREREERLSRRSGSRTRDRRR 

SRSRDRIIJRJIRSRSTSRJE^ 

SRSRSHSRGHRRASRDRSAKYKFSRERASREESW 
ESGRSERGPPDWRLESSNGKMASRRSEEKEAG/G 
DLLNRMIVWKHGLLI 


3371 


A 


345 


1383 


DLSLECTGFKET^GVYFLSSKWVLRLYALHIID 

YSAVLFPC*AMDHLESFIAECDRRTELAKKRT AF 

TQEEISAEVSAKAEKVHELNEEIGKLLAKAEQLG 

AEGNVDESQKILMEVEKVRAKKKEAEKTVAEK 

QEKRNQDRLRRRJEERERBERLSRRSGSRTRDRRR 

SRSRDRRRRRSRSTSRERRJ^SRSRSRDRHRRJHR 

SRSRSHSRGHRRASRDRSAKYKPSRERASREESW 

ESGRSERGPPDWRLESSNGKMASRRSEEKEAG/G 

DLLNRMIVWKHGLLI 


3372 


A 


239 


3348 


PMQNCMCSLTLSVLPLGPQPPVPEKRPPEIQHFR 

MSDDVHSLGKVTSDLAKRRKLTS\*GGLSEELGS 

ARRSGEVTLTKGDPGSLEEWETWGDDFSLYYD 

SYSVDERVDSDSKSEVEALTEQLSEEEEEEEEEEE 

EEEEEEEEEEEEEDEESGNQSDRSGSSGRRKAKK 

KWRKDSPWVKPSRKRRKBEPPRAKEPRGVNGV 

GSSGPSEYMEVPLGSLELPSEGTLSPNHAGVSND 

TSSLETERGFEELPLCSCRMEAPKIDRISERAGHK 

CMATESVDGELSGCNAAILKRETMRPSSRVALM 

VLCETHRARMVKHHCCPGCGYFCTAGTFLECHP 

DFRVAHRFHKACVSQLNGMVFCPHCGEDASEA 

QEVTIPRGDGVTPPAGTAAPAPPPLSQDVPGRAD 

TSQPSARMRGHGEPRRPPCDPLADTIDSSGPSLTL 

PNGGCLSAVGLPLGPGREALEKALVIQESERRKK 

LRFHPRQLYLSVKQGELQKVILMLLDNLDPNFQS 

DQQSKRTPLHAAAQKGSVEICHVLLQAGANINA 

VDKQQRTPLMEAWNNHLEVARYMVQRGGCV 

YSKEEIXjSTCLHHAAKIGNLEMVSLLLSTGQVD 

VNAQDSGGWTPIIWAAEHKHmVIRMLLTRGAD 

VTLTDNEENICLHWASFTGSAAIAEVLLNARCDL 

HAVNYHGDTPLfCAARESYHDCVLLFLSRGANP 

ELRNKEGDTAWDLTPERSDVWFALQLNRKLRL 

GVGNRAIRTEKnCRDVARGYENVPIPCVNGVDG 

EPCPEDYKYTSENCETSTMNIDRNITHLOHCTCV 

DDCSSSNCLCGQLSmCWYDKX>GlU,LQEFNKIEP 

PLiraCNQACSCWIWCKNRVVQSGIKVRLQLYR 

TAKMGWGVRALQTIPQGTFICEYVGELISDAEAD 

VREDDSYLroLDNKDGEVYClDARYYGNISRFIN 

HLCX)PN11PWVFMLHQDL1^ 

ELGFDYGDlU'WDIKSKYFrCQCGSEKCKHSAEAI 

ALEQSRLA1U-DPHPELLPELGSLPPVNT 


3373 


A 


587 


1584 


PDGIUJVSCSEDKTIKIWI^^ 

FANFVDl^SGTCIASAGSDQTVKVWDVRVNKL 

LQHYQVHSGGVNCISl^SGlsr^^ 

DLLKGRLIYTLQGHTGPVFTVSFSKGGELFASGG 

ADTQVLLWRTI^ELHCKGLTKRIU 

PIUl^IYPRTTHPmEKVET 

R*SICRSLLPLLWISFLLILPQQQKPWGLCQTRV 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide 

lOCalltm 

corresponding 
to first amino 
acid residue of 
peptide 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, D=Aspartfc Add, 
E=GIatamic Add, ^Phenylalanine, G=Glycine, H=Histidine, 
I=Isoleudne» K«Lysine, L>Leudne, M<=Methionine, 
N^Asp&rflgine, P^Prohne, Q^GIutamine, R^Argintne, S a fierine ) 
T-Tbreonine, V»VaIine, W«Tryptophan, Y^Tyroslne, 
X<=Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=possible nudeotide insertion 










KIO > VDIS*TLP*CTQNVCQQPRKRf:QKT*VTSPV 

KVKA^SIPLAVTDALEHIMEQLNVLTQTVSILEQR 

LTLTEDKLKDCLENQQKLFSAVQQKS 


3374 


A 


398 


21 


WLYPMALSILDIKMSPSWYFHMAIGimWNTTAG 
LSGTLYPKVPQKY1LFDSVILLLGMLRKIRQVCQ 
NVYMKGCSPITLFKJVHYWPGAVAHAYNPSTLG 
GQVG/WQIT*GQEFETS1X>YMVKPHLY 


3375 


A 


3 


1051 


VPTQQILAFPEQTmKDWTVTPEHVLPESQSLLT 
FEEVAMYFSQEEWELLDPTQKALYNDVMQENY 
ETVISLALFVLPKPKVISCLEQGEEPWVQVSPEFK 

VISKKAKVKVPQKTAGKJBNHFDMHRVGKWHQ 

DFPVKKIUCKLSTWKQELLKLMDRHKKDCARJEK 

PFKCQECGKTFRVSS\DL\IKHQRIHTEEKPYKCQ 

QCDKRFRWSSDLNKHLTTHQGIKPYKCSWGGKS 

FSQNT^HTHQRTHTGEKPFTCHECGKKFSQNS 

HLIKHRRTHTGEQPYTCSICRRNFSRRSSLLRHQK 

LHL*REACPVSHFWKTF 


3376 


A 


137 


2329 


SFESPAPLPSTCFPQERQDPGPCYVSGAMAGLGP 

GVGDSEGGPRPLFCRKGALRQKVYHEVKSHKFT 

ARFFKQPTFCSHCTDFTWGIGKQGLQCQVCSFW 

HRRCHEFVTFECPGAGKGPQTDDPRNKHKFRLH 

SYSSPTFCDHCGSLLYGLVHQGMKCSCCEMNVH 

RRCVRSVPSLCGVDHTERRGRLQLEIRAPTADEI 

HVTVGEARNL1TMDPNGLSDPYVKLKLIPDPRNL 

TKQKTRTVKATLNPVWNETFVFNLKPGDVERRL 

SVEVWDWDRTSRNDFMGAMSFGVSELLKAPVD 

GWYKLLNQEEGEYYNVPVADADNCSLLQKFEA 

CmPLELYERVRMGPSSSPIPSPSPSPTDPKRCFFG 

ASPGRLHISDFSFLMVLGKGSFGKVMLAERRGSD 

ELYAnOLKKDVIVQDDDVDCTLVEKRVLALGG 

RGPGGRPHr^TQLHSTFQIPDRLYFVMEYVTGG 

GIIYRDLKLDNVMLDAEGmKTTOFGMCKENVFP 

vj i x i x\. i r l ru i -Lrvi jQJLLri x v^r x uxvo vjjw vv or \J 

VLLYEMLAGQPPFDGEDEEELFQAMEQTVTYP 

KSLSREAVAICKGFLTECHPGEAPGASGP*WGNLT 

IlUHGl^PLGFDWExU,ERL\EIPASFSRPRPCGPQR 

RGlTDKFFn^AAPA\LTPPARLVLDSIDQADFQGF 

TYVNPDFVQPDARSPTSTVHVPVM 


3377 


A 


918 


738 


SSN1LWGFSWRRSWILNCWLSSSQVGISAACKFS 

TT 7T4THTHTTTTHTR TT A WCCYTCl . YY 
i im4 i xx i xx i xx x xx i xx i x\-ixrvjri wvj x \s±j x x 


3378 


A 


1126 


456 


FSKLlMKTFnGISGVTNSGKTTLAK 

SVISQDDFFKPESEIETDKNGFLQYDVLEALNME 

KMMSAISCWMESARHSVVSTDQESAEEIPILIIEG 

FLLFNYKPLDTIWNRSYFLTIPYEECKRRRSTRV^ 

QPPDSPGYroGHVWPMYLKYRQEMQDITWEVV 

YLDGTKSEEDLFLOVYEDLIOELAKOKCLOVTA* 

RxWTTNPS/CK*IRKLQGVI 


3379 


A 


1126 


456 


FSKL1MKTFIIGISGVTN 

SVISQDDFFKPESEffiTDK^GFLQYDVLEALNME 

KMMSAISCWMESARHSWSTDQESAEEIPILIIEG 

FLLF1nTx^IX>TIWNRSYFLTIP^ 

QPPDSPGYFDGHVWPMYLKYRQEMQDITWEVV 

YLDGTKSl^DLFLQVYEDLIQELAKQKCLQVTA* 
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SEQXD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine OCysteine, D^Aspartic Add, 
E^Glutamic Add, ^Phenylalanine, G=Gr/dne, H°Hlstidlne, 
MBoIeucine, K=Lysine, I^Leudne, M=Methionine, 
N^Asparagtne, P=Proline, Q=Glutamine, R-Arglnine, S=Serine, 
'MThreonine, V«VaIine, W«Tryptophan, Y=Tyroslne, 
X=Unknown, *«Stop codon, ^possible nucleotide deletion, 
V-possible nudeotide insertion 










RRNTTNPS/CK*IRKLQGVI 


.3380 


A 


1443 


794 


ARRGELAGGGRASGGRSGGDGGGGGGARAPEG 

VRAPAAGQPRATKGAPPPPGTPPPSPMSSAEBRKS 

LDPSEEPVDEVLQPPSLLTCGGCQQNIGDRYFLK 

AIDQYWHEDCLSCDLCGCRLGEVGRRLYYKLGR 

KLCRRDYLRLFGQDGLCASCDKIURAYEMTMRV 

KDKVYHLECFKCAACQKHFCVGDRYLLINSDIV 

CEQDIYEWTKINGMI 


3381 


A 


945 


474 


SLKLRKPPLPTDGVHFVFVESQLDFWGPQEMLT 
QQGMALQNYDNKLVKCIEELCQKQEELCWQIQ 
QEEDKKQRLQNEVRQLTEKLACVNEKLARVNE 
NLARKIASCSKFYQTIAETEATYLKILESF*\TLLS 
VRXREAGNLTKATAPDQKSSGGRDS 


3382 


A 


1 


1458 


GIRGKMADRGGVGEAAAVGASPASVPGLNPTLG 

WRERLRAGLAGTGASLWFVAGLGLLYALRIPLR 

LCENIAAVTVFLNSLTPKFYVALTGTSSLISGLIFI 

FEWWYFHKHGTSFIEQVSVSHLQPLMGG'IESSIS 

EPGSPSRNRENETSRQNLSECKVWRNPLNLFRGA 

EYRRYTWVTGKEPLTYYDMNLSAQDHQTFFTC 

DTDFLRPSDTVMQKAWRERNPPARIKAAYQALE 

RNNL*AVTAVPAPKSSA*SSTEERYQCTGIY*LKI 

GKVCKKIRKNKRSSKNNERFDE*ISSSYHVEHP* 

KSL\KSLLELQAYPDVQAVLAKYDDISLPKSAAIC 

YTAALLKTRTVSEKFSPETASTRGLSAAEINAVD 

AIHRA VEFNPHVPK YLLEMKSLILPPEHILKRGD S 

EAIAYAFFHLQHWKRIEGALNLLQCTWEGSKYS 

FPKVTLISLTIH 


3383 


A 


282 


2443 


RGKGFKEFFLGVCQTFEPCLCAEGIQLQFFCSGSG 
SSPLLKDLESMKTGLFFLCLLGTAAAIPTNARLLS 
DHSKPTAETVAPDNTAIPSLRAEAEENEKETAVS 
TEDDSMkAEKSSVLKS^SHEQSAEQG\KSS\S 
QELGIEGFK3U?SDGSL*VAVNL\EYGTNLKGTLDI 
• KEDMSEPQEKKLSENTDFLAPGVSSFTDSNQQES 
ITKREENQEQPRNYSHHQLNRSSKHSQGLRDQG 
NQEQDPNISNGEEEEEKEPGEVGTHNDNQERKTE 
\LPREHANSKQEEDNTQSDDILEESDQPTQVSKM 
QEDEFDQGNQEQEDNSNAEMEEENASNVNKfflQ 
ETEWQSQEGKTGLEAISNHKETEEKTVSEALLME 
PTDDGNTTPRNHGVDDDGDDDGDDGGTDGPRH 
SA\SDDYFHPKPGLFWEAERA\HSIAYSPSKLREQ 
REKVHENENIGTTEPGEHQEAKKAENSSNEEETS 
SEGNMR\VHAVDSCMSFOCKRGHICKADOOGKT 
SLVSCQDPVnCPPTKPLDQVCGTDNQTYASSCH 
LFATKCRLEGTKKGHQLQLDYFG\ASKSIPT\CRD 
FEVIQ\FPLRMRDW\LKNILMQLYEANSEHAGYL 
NEK\QRKKVKKIYL\DEKRLLAGDHPBDLLLRDFK 
KNYHMYVYPVHWQFSELDQHPMDRVLTHSELA 
PLRASLWMEHCITRFFEECDPNKDKHITLKEWG 
HCFGKEEDIDENLLF 


3384 


A 


3166 


928 


PSRPHPTHAAMAGPEGFQYRALYPFRRERPEDLE 

LLPGDVLWSRAALQALGVAEGGERCPQSVGW 

MPGLNERTRQRGDFPGTYVEFLGPVALARPGPR 

PRGPRPLPARPRDGAPEPGLTLPDLPEQFSPPDVA 

PPLLVKLVEAIERTGLDSESHYRPELPAPRTDWSL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to lost amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, D^Aspartic Add, 
E^GIutamlc Add, ^Phenylalanine, G=Glydne, H=Hlstidine, 
t^Isoleudne, KpLysine, L^Leudne, M=Methionine, 
N«Asparagine, P^Prollne, Q=GlutamiDt, R»Arginine, S=Serine, 
T«Thrconine, V«Valine, W"Tryptophan, Y^Tyrosine, 
X=Unknown, MStop codon, /^possible nndeotide deletion, 
\pposslbie nudeotide insertion 










SDVDQWDTAALADGIKSFLLALPAPLVTPEASAE 

ARRALREAAGPVGPALEPPTLPLHRALTLRFLLQ 

HLGRVASRAPALGPAVRALGATFGPLLLRAPPPP 

SSPPPGGAPDGSEPSPDFPALLVEKLLQEHLEEQE 

VAPPALPPKPPKAK\PASTVPGPNGGSPPSL\QDA 

EWYWGDMSREEVNEKLRDTPDGTFLVRDASSKI 

QGEYTLTLRKGGNNKLIKVFHRDGHYGFSEPLTF 

CSVVDLINHYRHESLAQYNAKLDTRLLYPVSKY 

QQDQIVKEDSVEAVGAQLKVYHQQYQDKSREY 

DQLYEEYTRTSQELQMKRTAIEAFNETIKIFEEQG 

V 1 vekcskeylerf ^RJ^ON/QTKEMQRELLNSER 

LKSRIA\EIHESRT\KL\EQQLLVPRASDNKRD/IDK 

PH*TSIiOPDLMQIJlKIRDQYLVWLTQKGARQKK 

INEWLGIKNETEDQYALMEDEDDLPHHEERTWY 

VGKINRTQAEEMLSGKRDGTFLIRESSQRGCYAC 

SVVVDGDTKHCVIYRTATGFGFAEPYNLYGSLK 

ELVLHYQHASLVQHNDALTVTLAHPVRAPGPGP 

PPAAR 


3385 


A 


43 


2372 


TRDVNSWKELCTNHYNKFITO 

KIIFLGPFRELRSQGNQVILNLGKERCQLRETGLK 

LYLPGMDSARHHISHSTSAGPIPSQKEEEMTESQ 

GTVTFKDVAIDFTQEEWKRLDPAQRKLYRNVML 

*NYNNLITVGYPFI1CPDVIFKLEQEEKPWVMEEE 

VLRRHWQGEIWGVDEHQKNQDRLLRQVEVKFQ 

KTLTEEKGNECQKKFANVFPLNSDFFPSRHNLYE 

YDLFGKCLEHNFDCHNNVKCLMRKEHCEYNEP 

VKSYGNSSSHFVITPFKQNfHCGKGFNQTLDLIRH 

LRIHTGEKPYECSNCRKAFSHKEKLIKHYKIHSRE 

QSYKCNECGKAFEKMSNLIRHQRIHTGEKPYACK 

ECEKSFSQKSNLIDHEKIHTGEKPYECNECGKAFS 










QKQSLIAHQKVHTGEKPYACNECGKAFPRIASLA 

LHMRSHTGE^YKCDKCGKAFSQFSMLIIHVRIH 

TGEKPYEC^CGKAFSQSSALTVHMRSHTGEKP 

YECKECRXAFSHKKNFITHQKIHTREKPYECNEC 

GKAFIQMSNLVRHQRIHTGEKPYICKECGKAFSQ 

KSNLIAHEKmSGEKPYECNECGKAFSQKQNFIT 

HQKVHTGEKPYBCmCGKAFSQIASLTLHLRSHT 

GEKPYECDKCGKAFSQCSLLNLHMRSHTGEKPY 

VC^JECGKAFSQRTr^IVHMRGHTGEKPYECNEC 

GKAFSQSSSLTIHIRGHTGEKPYECKECRKAFSHK 

KNFITOQKIHTRE/KPFKC>eCGKGFNQTLDLIRH 

LRIHTGEKPYECSNCRKAFSHKEKLIKHYKIHSRE 

QSYKC^CGKAFIKMSNLIRHQRIHTGEKPYACK 

ECEKSFSQKSNLIDHEKIHTGEKPYECNECGKAFS 

QKQSLIAHQKVHTGEKPYACNECGKAFPR1ASLA 

IJJMR5HTGEKPYKCDKCGKAFSQFSMIJIHVRIH 

TGEBOPYECNECGKAFSQSSALTVHMRSHTGEKP 

GKAFIQMSNLVRHQRIHTGEKPYICKECGKAFSQ 

KSNLIAHEKIHSGEKPYECNECGKAFSQKQNFIT 

HQKVHTGEKPYDCNECGKAFSQIASLTLHLRSHT 

GEKPYECDKCGKAFSQCSLLNLHMRSHTGEKPY 

VCNECGKAFSQRTFLIVHMRGHTGEKPYECNEC 

GKAFSQSSSLTIHIRGHTGEKPYECKECRKAFSHK 

KNHTHQKIHTRENPLSVnVEKASIRLWTSSDI 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«vManine OCystelne, D=Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, OGlydne, H=Histidine, 
Msoleucine, K»Lysine, LHUudne, M-Methionlnt, 
N=Asparagine» PoProline, Q=Glutamlne, R^Arginine, S^Serine, 
T^Threonlne, V-Valine, W^Tryptophan, Y-Tyrosine, 
X«Unknown, *«Stop codon, ^possible nucleotide deletion, 
possible nudeotide insertion 


3386 


A 


201 


1032 


WDDYPQGALRRREAAEGLHFLGPPGRVRGQLR 

GTTfiPA WYnW^PSW<3T T ^ A VHllT PTP^RPPAA/TAP 

PPVPGSVWPNWHES/RRGQGVPGLHSAQEPPAG 

VWAA*AASAAAA\LSE)TASYKIFVSGKSGVGKT 

ALVAKl^GLEVPWHHETTGIQTTVVFWPAKLQ 

ASSRWMFRFEFWDCGESALKKFDHMLLACME 

NTDAFLFLFSFTDRASFEDLPGQLARIAGEAPGV 

VRMVIGSKFDQYMHTDVPERDLTAFRQAWELPL 

LRVKSVPGRRLG 


3387 


A 


86 


96 


GSSPDPASL1TMKNQDKKNGAAKQSNPKSSPGQP 

EAGPEGAQERPSQAAPAVEAEGPGSSQAPRKPEG 

AQARTAQSGALRDVSEELSRQLEDILSTYCVDNN 

QGGPGEDGAQGEPAEPEDAEKSRTYVARNGEPE 

PTPWNGEKEPSKGDPNTEEIRQSDEVGDRDHRR 

PQEKKKAKGLGKEITLLMQILNTLSTPEEKLAAL 

CKKYAELLEEHRNSQKQMKLLQKKQSQLVQEK 

DHLRGEHSKAVLARSKLESLCRELQRHNRSLKE 

TtfZ\TfXD A DT?UT3TJVT5 V"D\/TCtro^\7TT XTTYT/YT fYK/TC/'^ 

cu V yKAKJbllbiiJSJlJSJb V lorlr v^vl LIN L>1 v^L l^MMv^ 
HNERNSKLRQENMELAERLKKLIEQYELREEHID 
KWKHKDLQQQLVDAKLQQAQEMLKEAEERHQ 
REKDFLLKEAVESQRMCELMKQQETHLKQQLA 
LYTEKFEEFQNTLSK5SEVFTTFKQEMEKMTKKI 
KKLEKETTMYRSR WES SNKALLEMAEEKTVRD 
KELEGLQVKIQRLEKLCRALQT/GAQ*PVRGQRW 
GSHRTSAVRIFS . 


3388 


A 


98 


3197 


ARPEVPAPPAWLSRRGAAKMGDKKDDKDSPKK 

>^GKERRDIX)DLKKEVAMTEHKMSVEEVCRXY 

NTDCVQGLTHSKAQEILARDGPNALTPPPTTPEW 

VKFCRQLFGGFSILLWIGAILCFLAYGIQAGTEDD 

PSGDNLYLGlVLAAVVnTGCFSYYQEAKSSKIME 

SFKNMVPQQALVIREGEKMQVNAEEVWGDLV 

EDCGGDRVPADLRnSAHGCKVDNSSLTGESEPQT 

RSPDCTHE\NPLKTRNITFFSNNFVEGTARGVVVA 

TGDRTVMGRIATLASGLEVGKTPIAIEIEHnQLIT 

GVAVFLGVSFFILSLILGYTWLEAVIFLIGIIVANV 

PEGLLATVTVCLTLTAKRMARKNCLVKNLEAVE 

TLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIH 

EADTTEDQSGTSFDKSSHTWVALF*H/LLGFCNR 

PVFKGGQDNIPVLKRJDVAGDASESALLKCIELSS 

GSVKLMRERNKKVAEIPFNSTNKYQLSIHETEDP 

NDNRYLLVMKGAPERILDRCSTILLQGKEQPLDE 

EMKEAFQNAYLELGGLGERVLGFCHYYLPEEQF 

PKGFAFDCDDVNFTTDNLCFVGLMSMIGPPRAA 

VPDAVGKCRSAGIKVIMVTGDHPrTAKAIAKGV 

GIFEGNETVEDIAARLNIPVSQVNPRDAKACVIH 

GTDLKDFTSEQEDEILQNHTEIVFARTSPQQKLnV 

EGCQRQGAWAVTGDGVNDSPALKKADIGVAM 

FDNLKKSIAYTLTSNIPEITPFLLFIMANIPLPLGTI 

mcmLGTDMVPAISLAYEAAESDIMKRQPRNPR 

TDKLVNERLISMAYGQIGMIQALGGFFSYFVEA 

ENGFLPGNLVGIRLNWDDRTVNDLEDSYGQQW 

TYEQRKVVEFTCHTAFFVSIVVVQWADLnCKTR 

RNSVFQQGMKNKILIFGLFEETALAAFLSYCPGM 

DVALRMYPLKPSWWFCAFPYSFLIFVYDEIRKLI 
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SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D=Aspartic Acid. 
E=Glutamic Acid, ^Phenylalanine, G-Glycine, H=Histidine t 
I«lsoleucine, KpLysine, L=Leuclne f M^Methionioe, 
N^Asparagint, P»ProIine, Q-Glutamine, R=Arginine, S-Serine, 
T«Threonine, V-Valine, W^Tryptophan, Y^Tyrosine, 
X°Unknown, *«Stop codon,/=possib!e nucleotide deletion, 
possible nucleotide insertion 










LRRNPGGWVEKETYY 


3389 


A 


45 


5250 


VERLLGCRNSKRTWRMLISKNMPWRRLQGISFG 

MYSAEELKKLSVKSITNPRYLDSLGNPSANGLYD 

LALGPADSKEVCSTCVQDFSNCSGHLGHIELPLT 

VYNPLLFDKLYLLLRGSCLNCHMLTCPRAVIHLL 

LCQLRVLEVGALQAVYELERILNRFLEENPDPSA 

SEIREELEQYTTEIVQNNLLGSQGAHVKNVCESK 

SKLIALFWKAHMNAKRCPHCKTGRSVVRKEHNS 

KLUTFPAMVHRTAGQKDSEPLGffiEAQIGKRGY 

LTPTSAREHLSALWKNEGFFLNYLFSGMDDDGM 

ESRFNPSVFFLDFLVWPSRYRPVSRLGDQMFTN 

GQTVNLQAVMKDVV^IRKLLALMAQEQKLPEE 

VATPTTDEEKDSLIAEDRSFLSTLPGQSLIDKLYNI 

WIRLQSHVNIVFDSEMDKLMMDKYPGIRQILEK 

KEGLFRKHMMGKRVDYAARSVICPDMYINTNEI 

GIPMWATKLTYPQPVTPWNVQELRQAVINGPN 

VHPG A SMVINEDG SRTALS AVDMTQREA VAKQ 

LLTPATGAPKPQGTKJVCRHVKNGDILLLNRQPT 

LHRPSIQAHRARILPEEKVLRLHYANCKAYNADF 

DGDEMNAHFPQSELGRAEAYVLACTDQQYLVP 

KDGQPLAGLIQDHMVSGASMTTRGCFFTREHYM 

ELVYRGLTDKVGRVKLLSPSILKPFPLWTGKQW 

STLLINHPEDHIPLNLSGKAKITGKAWVKETPRSV 

PGFNPDSMCESQVIIREGELLCGVLDKAHYGSSA 

YGLVHCCYEIYGGETSGKVLTCLARLFTAYLQL 

YRGFTLGVEDILVKPKADVKRQRIIEESTHCGPQ 

AVRAALNLPEAASYDEVRGKWQDAHLGKDQRD 

FNMIDLKFKEEVNHYSWEINKACMPFGLHRQFPE 

NTLQmVQSGAKGSTVNTMQISCLLGQIELEGRS 

TPLMASGKSLPCFEPYEFTPRAGGFVTGRFLTGIK 

PPEFFFHCMAGREGLVDTAVKTSRSGYLQRCIIK 

HLEGLWQYDLTVRDSDGSWQFLYGEDGLDIP 

KTQFLQPKQFPFLASNYEVIMKSQHLHEVLSRAD 

PKKALHHFRA1KKWQSKHPNTLLRRGAFLSYSQ 

KIQEAVKAIJCLESENRNGR/RPWDS/G/RMLRMW 

YELDEESRRKYQKKAAACPDPSLSVWRPDIYFAS 

VSETFETKVDDYSQEWAAQTEKSYEKSELSLDR 

LRTLLQL\KWQRSLCEPGEAVGLLAAQSIGEPST 

QMTLNTTHFAGRGEMNVTLGIPRLREILMVASA 

MKTPMMSVPVLNTKKALKRVKSLKKQLTRVCL 

GEVLQKBDVQESFCMEEKQNKFQVYQLRFQFLP 

HAYYQQEKCLRPEDILRFMETRFFKLLMESIKKK 

NNKASAFRNVNTRRATQRDLDNAGELGRSRGE 

QEGDEEEEGHIVDAEAEEGDADASDAKRKEKQE 

EEVDYESEEEEEREGEENDDEDMQEERMPHREG 

AKJv 1 v^JBv^lJ,QjQ V urLrfOrl UfLxJr V r oJlri'LiAAlrxi X rlr 

QPGAPGA\EAMERRVQAVREIHPFIDDYQYDTEE 

SLWCOVTVKLPLMKINFDMSSLVVSLAHGAVTY 

ATKGITRCLLNETTNNKNEKELVLNTEGINLPELF 

KYAEVLDLRRLYSNDIHAIANTYGIEAALRVIEK 

EIKDVFAVYGIAVDPRHLSLVADYMCFEGVYKP 

LNRFGIRSNSSPLQQMTFETSFQFLKQATMLGSH 

DELRSPSACLWGKWRGGTGLFELKQPLR 


3390 


A 


2 


2080 


DLPPLEGPPAQASPSSTMLGEGSQPDWPGGSRYD 
LDEIDAYWLELINSELKEMERPELDELTLERVLE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue or 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino acid sequence (A«Alanine OCys trine, D«Aspartlc Acid, 
E=Glutamic Add, ^Phenylalanine, G=GlycJne, H^Histidine, 
I=Iso leu cine, KHLysfne, L™Leucine, M=Methionine, 
N«Asparagine, P^Proline, Q^Glutamine, R-Arginlne, S=Serine, 
T-Threonine, V~Valine, W^Tryptophan, Y=Tyroslne, 
X~Unknown, *=Stop codon, /^possible nucleotide deletion, 
\«possible nucleotide insertion 










ELETLCHQNMARAJETQEGLGIEYDEDVVCDVC 

RSPEGEDGNEMVFCDKCNVCVHQACYGILKVPT 

GSWLCRTCALGVQPKCLLCPKRGGALBCPTRSGT 

KWVHVSCALWIPEVSIGCPEKMEPITBaSHIPASR 

WALSCSLCKECTGTCIQCSMPSCWTAFHVTCAF 

DHGLEMRTILADNDEVKFKSFCQEHSDGGPRNE 

PTSEPTEPSQAGEDLEKVTLRKQRLQQLEEDFYE 

LVEPAEVAERLDLAEALVDFIYQYWKLKRKANA 

NQPLLTPKTDEVDNLAQQEQDVLYRRLKLFTHL 

RQDLERVRNLCYMVTRRERTKHAICKLQEQIFH 

LQMKLIEQDLCRAGLSTSFPIDGTFFNSWLAQSV 

DEETLLSFMRDPSLRPGDPARKARGRTRLPAKK 

KPPPPPPQDGPGSRTTPDKAPKKTWGQDAGSGK 

GGQGPPTRKPPRRTSSHLPSSPAAGDCPILATPES 

PPPLAPETPDEAASVAADSDVQVP\GPAASPKPLG 

RLRPPPREPR*T\RRLPGC/ARPDAGDGDHLSAVA 

ERPKV\SLHFDTETDG\YFS\D GEMSN S\DV\EAED 

GGVQRGPREAGAKEWVRMGVLAS 


3391 


A 


1555 


327 


NSFLHFLHLKVRTMFLFPSFPVLLLSVVTASCSKT 

KACADTQKTCSMITCGIPVTNGTPGRDGRDRPK 

GEKGEPGLGQVSVAS*ISTSGRCSSKSVLEPATRG 

LKHRLGEAPLSSGPMLHSEQPL*NAIASKTKLFV 

DSLGSfflSTQELGVCGCPFRGVSCLVGELALVQA 

KKRVTATGSSSLCLATGQGLRGLQGPPGKMGPP 

GNTGTSGIPGPRGQKGDRGDNSVAEAKLANLER 

KL*SLRSELDHTKKL*PFSLGK\MSGKKLFVTNGE 

RMPFSKVKALCAGLQATVAAPKNAEENKAIQDV 

AKDTAFLGITDEATEGQFMYLTGGRLTYSNWKK 

DEPNDHGSGEDCVILLNNGLWNGISCTSSFIAICE 

FPA 


3392 


A 


218 


1773 


GGSRRNQRRSffVLGYFLKQKKMTKAQESLTLE 

DVAVDFTWEEWQFLSPAQKDLYRDVMLENYSN 

LVSVGYQAGKPDALTKLEQGEPLWTLEDEIHSP 

AHPEIEKADDHLQQPLQNQKILKRTGQRYEHGR 

TLKSYLGLTOQSRRYNRKEPAEFNGDGAFLHDN 

HEQMPTEIEFPESRKPISTKSQFLKHQQTHNIEKA 

HECTDCGKAFLKKSQLTEHKRIHTGKKPHVCSL 

CGKAFYKKYRLTEHERAHRGEKPHGCSLCGKAF 

LTEHQRIHTGIKPHQCSECGRAFSRKSLLVVHQR 

TrTTGEKPHTCSECGKGFIQKGNLNmQRTHTGEK 

PYGCIDCGKAFSQKSCLVAHQRYHTGKTPFVCPE 

CGQPCSQKSGLIRHQKIHSGEKPYKCSDCGKAFL 

TKTMLIVHHRTHTGERPYGCDECEKAYFYMSCL 

VKHKRIHSREKRGD/CSEGGKSFHSKSQLKS**TC 

AGEKPCTGNCGNGGRAV 


3393 


A 


46 


1464 


ARSLSGAPSGSSRQDGTSLLRTGAGYSSSQSEBTL 

SLPPGPSHLVGDKSQGGRSCQGQITSAASGKTSK 

SEPNHVIFKKISRDKSVT\IYLGNRDY\IDHV\SQV 

QPVDGWLVDPDLVKGKKVYVTLTCAFRYGQE 

DIDVIGLTFRRDLYFSRVQVYPPVGAASTPTKLQ 

ESLLKKLGSNTYPFLLTFPDYLPCSVMLQPAPQD 

SGKSCGVDFEVKAFATDSTDAEEDKIPKKSSVRL 
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SEQ1B 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D=Aspartic Add, 
E>*Glutamic Add, ^Phenylalanine, G=Glydnc, H»Histidlne, 
I=Isolendne, K B Lysine, L=Lendne, M=MethlonJne, 
N=Asparagine, P=»ProIine, Q=Glutaminc, R»Arglnine, S=Seiine, 
T^Threonlne, V=Valine, MMTryptopnan, Y^tyrosinc, 
X«Unknown, *«Stop codon, /=possible nudeotide deletion, 
^possible nudeotide insertion 










URKVQHAPLEMGPQPRAEAAWQFFMFVDKPLH 

LAVSLNKRDIJFPMGSPIPVPVSW\NNTEKPVKKI 

KA\SVEQVANWLYS\SDY\YVKPVAMEEAQEKV 

PPNSTWTKA\LTLL\PWLVNNRERRGIALDGKIKH 

EDTNLASSTIIKEGE)RKRSWEILVSYPDQR* SSTV 

SGFLGRASPSQ*SRPT*RSQFRL\MHPQP\EDPA\K 

ESYQDANLVF\EEFARP*ILKDAGEA*\EGKRDQE 


3394 


A 


211 


1591 


RPPTMAADQRPKADTLAIJRQRLISSSCRLFFPEDP 

VKTVRAQGQYMYDEQGAEYIDCISNVAHVGHCH 

PLWQAAHEQNQVLNTNSRYLHDNIVDYAQRLS 

ETLPEQLCVFYFLNSGSEANDIALRLARHYTGH 

QDVVVLDHAYHGHLSSLIDISPYKFRNLDGQKE 

WVHV APLPDTYRGPYREDHP\THVEDGLEKAFS * 

GYFSQVAEHIRKAGGVFVADEIQVGFGRVGKHF 

WAFQLQGKDFVPDIVTMGKSIGNGHPVACVAAT 

QPVARAFEATGVEYFNTFGGSPVSCAVGLAVLN 

VLEKEQLQDHATSVGSFLMQLLGQQKIKHPrVG 

D VRGVGLFIG VDLIKDEATRTP ATEEAA YL V SRL 

KENYVLLSTDGPGRNILKFKPPMCFSLDNARQV 

V AKLD AILTDMEEKVRS CETLRLQP 


3395 


A 


1 


1424 


FRDGFSLRCGCNAELPGRGGDDAADRAIQRFLR 

TGAAVRYKVMKNWGVIGGIAAALAAGIYVTWG 

PITERKKRRKGLVPGLVNLGNTCFMNSLLQGLSA 

CPAFIRWLEEFTSQYSRDQKEPPSHQYLSLTLLHL 

LKALSCQEVTDDEVLHASCLLDVLRMYRWQISS 

FEEQDAHELFHVTTSSLEDERDRQPRVTHLFDVH 

SLE\HSQK*LPKQITCRTRGSPHPTSNHWKSQHPF 

TJ/^PT TCMVIVPirtfPPtTOQPVPPnTPPriQT QT CTP A A 
rlLjivJL 1 oINIVl V Cjvri l^ilriv^ o r V Jvr U 1 r UoLtOLtOlrJ\J\ 

TWGHPLTLDHCLHHFISSESVRDWCDNCTKIEA 

KGTU^GEBCVEHQRTTFVKQLKLGKLPQCLCIHL 

QRLSWSSHGTPLKRHEHVQFNEliMMDIYKYHL 

LGHKPSQHNPKLNKNPGPTLELODGPGAPTPGL 

NQPGAPKTQIFMNGACSPSLLPTLSAPMPFPLPV 

VPDYSSSTYLFRLMGSCRPPWETWHSGTLCSFTD 

GPHL 


3396 


A 


109 


107 


TQEAGLIFFSPPFSLSLSLSLPLSLFLLSHPHSRTPP 

NRTPRRTRIPQRPAVMYSPLCLTQDEFHPFffiALL 

PHVRAFAYTWFNLQARKRKYFKKHEKRMSKEE 

ERAVKDELLSEKPEVKQKWASRLLAKLRKDIRP 

EYREDFVLTVTGKKPPCCVLSNPDQKGKMRRID 

CLRQADKVWRLDLVMVILFKGIPLESTDGERLV 

KSPQCSNPGLCVQPHfflGVSVKELDLYLAYFVH 

AADSSQSESPSQAK*R*H*GPARKWDIWGFQ\DS 

r^I\SGVI^VT*A*LRVSQTPI\AAG\TGPNFSLSD 

1/JZrOOO I X OiVlOir \JJ\lvUSl\tjLtr o lOOluol JSJ\X«rwO V EtU 

EMDSPGEEPFYTGQGRSPGSGSQSSGWHEVEPG 

MPSPTTLKKSEKSGFSSPSPSOTSSLG\TAFTOHHR 

PVTTGTQSKFHIATPSILVHFPRHSPFFQQPGPYFSH 

PAIRYHPQETLKEFVQLVCPDAGQQAGQPNGSS 

QGKVHNPFLPTPMLPPPPPPPMARPVPLPVPDTK 

PPTTSTEGGAASPTSPTTRS/PGRTRPQQPFL/SYG 

PP*PSNALIGGGGGGAGERAGERADLEM 


3397 


A 


1 


2002 


TGTLTEDGLDVMGVVPLKGQAFLPLVPEPRRLP 
VGPLLRALATCHALSRLQDTPVGDPMDLKMVES 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D°Aspartic Add, 
E=GIutamic Add, F-P he ny] alanine, OGlydne, H=Histidine, 
I=IsoIeudne, K«Lystne» L=Lendne, M=Methionine, 
N=Asparagine, P-Proline, Q=Glutarainc, R»Arginine, S=Scrine, 
l^Tbreonine, V«Valine, W^OTryptophan, Y=Tyroslne, 
X B XJnknown, *»Stop codon, /-possible nudeottde deletion, 
^possible nudeotide insertion 










TGWVLEEEPAADSAFGTQVLAVMRPPLWEPQLQ 

AMEEPPVPVSVLHRFPFSSALQRMSVWAWPGA 

TQPEAYVKGSPELVAGLCNPETVFTOFAQMLQS 

YTAAGYRVVALASKPLPSVPSLEAAQQLTRDTV 

EGDLSLLGLLVMRNIXKPQTTPVIQALRRTRJRA 

VMVTGONLQTAVTVARGCGMVAPQEHLIIVHA 

THPERGQPASLEFLPMESPTAVNGVKDPDQAAS 

YTVEPDPRSRHLALSGPTFGDVKHFPKLLPKVLV 

QGTVFARMAPEQKTELVCELQKLQYCVGMCGD 

GANDCGALKAADVGISLSQAEASWSPFTSSMA 

SmCVPMVIREGRCSLDTSFSVFKYMALYSLTQFI 

SVLILYTOriM,GDLQFLAroLVITTWAVLMSRT 

GPALVLGRVRPPGALLSVPVLSSLLLQMVLVTG 

VQLGGYFLTLAQPWFVPLNRTVAAPDNLPNYEN 

TWFSLSSFQYLH-AAAVSKGAPFRVRPLTNNVPF 

LLASAL* SSVLWLVLSPGLLHGPLALRNTIDTGF 

KLLLVGLVTLNFVGGLHAGERARPVPPRLPAPPP 

AQAGVSKKRFKQLERELAEQPWPPLPAGPLR 


3398 


A 


758 


1368 


FPFRMLTGYLYLMWRRKAFWSGTQRHPLPGGL 

KRRRRPGRGPWPAPGGQGVGPSAL*KAGSPPAN 

RPGQGE/PGLISPKPVTEVLPDVQGAPVPVPPLPT 

PPSLPHLQNQPP/TVQHYLLSFSWKPSQGPE*RA* 

PSPLPPAAMRPDG*PGPASQGPDQPG\PCPPASLP 

TSPPGKGFQKTETRICHPPPRQQHKPKCTANRPLA 

SFL 


3399 


A 


906 


1091 


HHHHHHHHHHHHHLVAFGKVQ*LQNSPSSSSSS 
SSGCFWQARFSSYRTLHHHHHHHHHHHHH 


3400 


A 


1838 


325 


PFLSVHRSPHGPSKLGDDPQASLVPEPVPGGCQE 

PEEMSWPPSGEIASPPELPSSPPPGLPEVAPDATST 

GLPDTPAAPETSTNYPVECTEGS A GPQSLPLPILE 

PVKKPCSVKDQTPLQLSVEDTTSPNTKPCPPTPTT 

PETSPPPPPPPPSSTPCSAHLTPSSLFPSSLESSSEQ 

KrTNFVIIJiARADEHIAIJRySGRSWEALGVPDG 

ATFCEDFQVPGRGELSCLQDAIDHSAFnLLLTVSN 

\FDCR\LSIJ1QVNQAMMSNLT\RQGSQDCVIP\FLP 

\LESSPARLSSDTASLLSGLVRLDEHSQIFARKVA 

>HTOPHRLQARKAMWRKEQDTRALREQSQHLD 

GERMQAAALNAAYSAYLQSYLSYQAQMEQLQV 

AFGSHMSFGTGAPYGARMPFGGQVPLGAPPPFP 

TWPGCPQPPPLHAWQAGTPPPPSPQPAAFPQSLP 

FPAVPKPFPTASTAPPSEPKGWQPVLIIHHAQMVT 

SWG*NKHVMWNQRGSQAPEDKTQEAE 


3401 


A 


153 


1389 


EWGWLGAAQPPEEEAEAEDQESPSSLCREALAEI 

KKEISPLFIGMEKCSVGGLELTEQTPALLGNMAM 

ATSLMD1GDSFGHPACPLVSRSRNSPVEDDDDDD 

DWFIESIQPPSISAPAIADQRNFIFASSKNEKPQG 

NYSVIPPSSRDLASQKGNISETIVIDDEEDIETNGG 

AEKKSSCFffiWGLPGTKNKTNDLDFSTSSLSRSK 

WAGMGNSGITTELTLKYIITNVTTLETGISSVNA 

GQDVNIIITYKTSL*OTmGDVAKGLQSSNFGVNI 

QTYTPSLTPQTKTGV\NLLTLVE*MWQETYFRME 

NLQLII/CPEDAS11CKANVILPVESSKSFQEFYSTS 

CLSPCENNWNLKKGVim^RCTICSKLAEVWIFI 

PKLLFRLTVnLTFKCYYVLFHLHNARVLDV 


3402 


A 


153 


1389 


EWGWLGAAQPPEEEAEAEDQESPSSLCREALAEI 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D*Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G=Glycine, H«Histidine, 
Ialsolendne, KpLysine, l>Leucine, M«Methlonine, 
N=Asparagine, P»Proline, Q^GIutamine, R=ArgInine, S^Serine, 
T=Threonine, V-Valine, W«Tryptophan, Y^Tyroslne, 
X^Unknown, *=Stop codon, /=possible nucleotide deletion, 
^possible nudeotide insertion 










KKEISPLFIGMEKCSVGGLELTEQTPALLGNMAM 

ATSLMDIGDSFGHPACPLVSRSRNSPVEDDDDDD 

DWFffiSIQPPSISAPAIADQRNF^ASSKNEKPQG 
xrvcri/TPPCCPrii a ony / r ^TvTTQ'CT'r\/TnT>T?T?n r wvKtnn 

AEKKSSCFIEWGLPGTKNKTNDLDFSTSSLSRSK 

WAGMGNSGITmTLKYimmTLJETGISSW 

GQDVNmTYKTSL*NTNLGDVAKGLQSSNFGVNI 

QTYTPSLTPQTKTGV\NLLTLVE*MWQETYFRME 

NLQLII/CTEDASTKKANVILPVESSKSFQEFYSTS 

CLSPCENNWNLKKGVFNKSRCTICSKIAEVWIFI 

PKLLFRLTVIILTFKCYYVLFHLHNARVLDV 


3403 


A 


609 


2765 


SRHCTPAERQNETHRAPDFAMSAVLGHQPPFFPA 

LTLPPNGAAALSLPGALAKPIMDQLVGAAETGIP 

FSSLGPQAHLRPLKTMEPEEEVEDDPKVHLEAKE 

LWDQFHKRGTEMVITKSGRRMFPPFKVRCSGLD 

KKAKYILLMDIIAADDCRYKFHNSRWMVAGKA 

DPEMPKRMYIHPDSPATGEQWMSKWTFHKLKL 

T^ISDKHGFTILNSMHKYQPRFHIVR^ 

YSTFRTYLFPETEFIAWAYQNDKITQLKIDNNPF 

AKGFRDTGNGRREKRKQLTLQSMRVFDERHKK 

ENGTSDESSSEQAAFNCFA\QASSPAA\PL*RTSNL 

KDF\SPSRG*RATPEAEEQRGSTAPRPATRAKISP 

HPRRRSPAVTRAAPAVKAHLFAAERPRDSGRLD 

KASPDSRHSPATISSSTRGLGAEERRSPVREG\QA 

PAKVEEARALPGKEAFAPLTVQTDAAAAHLAQG 

'DT D/T.T flC A "DflT A n/'VYI7I7XVlTJ"DI UT XJDC/*M? A \Ann 

rUruLfOr Ar uLfAU1^.t r fM UJtirLl 1 Ltiir av^r AJVWjCr 
AFSSMAAAGMGPLLATVSGASTGVSGLDSTAM 
ASAAAAQGLSGASAATLPFHLQQHVLASQGLA 

TV/TQPPnCiT T7PVPVTVMA AAA A A /CCA A AC A QVHBT 

P\FNLNTMRPRLRYSPYSIPVPVPDGSSLLTTALPS 
MAAAAGPLDGKAAALAASPASWAVDSGSELNS 
RSS\TLSSSSMSLSPKLCAEKEAATSELQSIQRLVS 
GLEAKPDRSRSASP 


3404 


A 


1082 


1308 


LKKFLEVPQSYSLLLSSPFLQ\WRA*RPQNAIG*Q 
FOKTLVFFGIMRSAGDVLSTQVSCALRIMRTAGC 
SHSSP 


3405 


A 


1553 


559 


PRPPTQRLSRFAPPCRTAEFPFRRRAWTRPAPPR 
ACTVVGRSSPVTGLAVGAAVAMLTVAARSRPFA 

PVT Q A TCP CIV A A T T\P*"Nym A TVD A TPUfYDVl T\f 
Jr V JLoA 1 aJKAjr V ALfAJL I Mr T JYU^A I V Jr A 1 Jr Jtil^Jr V JLUJL 

KRPFLSRESLSGQAVRSPLVASVGLNVPASVCYS 
HTDIKVPDFSEYRRLEVLDSTKSSRESSEARKGFS 
YLVTGVTTVGVAYAAKNAVTQFVSSMSASADV 
LALAKffiKLSDIPEGfQMAFKWRGKPLFVRHRT 
QKEffiQEAAVELSQLRDPQHDIJDRVKKPEWVILI 
GVCTHLGCVPIANAGDFGGYYCPCHGSHYDASG 
RIRLGPAPLNLEVPTYEFTSDDMVIVG 


3406 


A 


83 


2671 


CLYPDFCRSVTCAMPCFTHRSCREDPGTSESREM 

UZ V /TUT tS±J V A V lir 1 \^CtCt YV £\Lj1-iU\.0 V^^iN J_i X JVC V lVX±j 

ETPWNLTSIGKKWKDQNIEYEYQNPRRNFRSVT 

EEKVNEIKEDSHCGETFTPVPDDRLNFQKKKASP 

EVKSCDSFVCEVGLGNSSSNMNIRGDTGHKACE 

CQEYGPKPWKSQQPKKAFRYHPSLRTQERDHTG 

KKPYACKECGKMIYHSSIQRHMVVHSGDGPYK 

CKFCGKAFHWLSLY1JHERTHTGEKPYECKQCG 

KSFSYSATHRIHERTfflGEKPYECQECGKAFHSPR 
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SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A 8 Alanine OCysteine, b=Aspartic Add, 
E=Glutamlc Add, F«Phenylalanine, (^Glycine, H-Histidine, 
Msoleudne, KHLysine, L-Leudnc, M«Methtonine, 
N^Asparagine, PHProline, Q=Giutamine, R=Arginlne, S-Serine, 
T-Threonine, V«Valine, W-Tryptophan, Y-Tyrosine, 
X=Unknown, *=Stop codon, /possible nudeotlde deletion, 
^possible nudeotide insertion 










SCHRHERSHMGEKAYQCKECGKAFMCPRYVRR 

HERTHSRKKLYECKQCGKALSSLTSFQTHIRMHS 

GERPYECKTCGKGFYSAKSFQRHEKTHSGEKPY 

KCKQCGKAFTRSGSFRYHERTHTGEKPYECKQC 

GKAFRSAFNLQSHGRTHTGEKPYECKECGKAFIF 

VNNLQSHERTQTHIRIHSGERRYKCKICGKGFYC 

PKSFQRHEKTHTGEKLYEC/TATFSSSFSSSSSF*Y 

HERTHTGEKPYKCEQCGKAFRAVSIL*MHGRTH 

PEEKPYECEQ * RKAFRS APHL * IRGRTHNGEKP Y 

CKICGRGFYSAKSFQTHEKSYTGEKPYECKQCG 

KAFVSFTSFRYHERTHTGENPYECKQFGKAFRSV 

KNLRFHKRTHTGEKPCEYMKRLTLEGNTMNAS 

NVAKI^LLPVLFNIMKEFTLGRNPISVSNVRKPLF 

LPLLFNIMKGLTWEKNPMSVCHVGKPSFLLVPFN 

IMKGLTLERSPMNISNVGKPSDQPRTFKCMEGLT 

LEKNPMNVSSMGKRSDLTRFFEYR 


3407 


A 


1426 


3 


PAAPSGASPGRVCGVETARPLGVQRRQSADEGP 

PGVAGLRHEPPTVWLGSVAHRGTWVCAHRWFG 

PAVTRAAQAATMVKLLVAKILCMVGVFFFMLL 

GSLLPVKHETDFEKAHRSKKILSLCOTFGGGVFL 

ATC\LTALLARC*GKSSRRSWSLGHISTDYPL\AE 

TILLLGFFMTVFLEQLILTFAQENAVLHRPGDLQR 

RIGRGQRLGV*EPLHGGRAGPRAVRGAPRPRPQP 

KRAfiPT AVPSPVRT T ST AFAT SAHWFFfiT AT OT O 

EEGEKWSLFVGVAVHETLVPVALGISMAGSAM 

PLRDAAKLAVTVSPMIPLGIGLGLGIEKAQGVPG 

SVASVLLQGPGGRHLSLFITFPGKSWPRSWRKKS 

DRLLKVLFVLWGYTVLAGMGLPQWSGLAIVPA 

AGSPPGAPGRTQAASPGRASPKSEHCGPGPPPVH 

KGPPGTRLCPRSYTLSLRALLLFKILLSLKSLYQK 

KK 


3408 


A 


106 


4514 


EARDRLAQSRAKEKELNSVASELSARQEESEHSH 

KHLffiLRREFKKNVPEEIREMVAPVLKSFQAEVV 

ALSKRSQEAEAAFLSVYKQLIEAPALWELKLKSR 

PALGDSRVQQGQHDPKTDNQNTQQKAGFKEGW 

LAEASEREAFGPGFKDPVPVFEAARSLDDRLQPP 

SFDPSGQPRRDLHTSWKRNPELLSPKALKATQAE 

LLELRRKYDEEAASKADEVGLIMTNLEKANQRA 

EAAQREVESLREQLASVNSSIRLACCSPQGPSGD 

KVNFTLCSGPRLEAALASKDREILRLLKDVQHLQ 

SSLQELEEASANQIADLERQLTAKSEAIEKLEEKL 

QAQSDYEEIKIELSILKAMKLASSTCSLPQGMAK 

PEDSLLIAKEAFFPTQKFLLEKPSLLASPEEDPSED 

DSIKDSLGTEQSYPSPQQLPPPPGPEDPLSPSPGQP 

LLGPSLGPDGTRTFSLSPFPSLASGERLMMPPAAF . 

KGEAGGLLVFPPAFYGAKPPTAPATPAPGPEPLG 

GPEPADGGGGGAAGPGAEEEQLDTAEIAFQVKE 

QLLKHNIGQRVFGHYVLGLSQGSVSEILARPKP\ 

WRKLHG**GKEPFDCMKQFLSDEQNVLALRTIQV 

RQRGSITPRIRTPETGSDDAIKSILEQAKKEIESQK 

GGEPKTSVAPLSIANGTTPASTSEDAIKSILEQAR 

REMQAQQQALLEMEVAPRGRSVPPSPPERPSLAT 

ASQNGAPALVKQEEGSGGPAQAPLPVLSPAAFV 

QSEERKVKSEIGDAGYFDHHWASDRGLLSRPYAS 
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NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino acid sequence (A^Alanine OCysteine, D-Aapartic Acid, 
E-Glutamic Add, ^-Phenylalanine, G=GIycine, H=Hffistidine, 
I B Isoleucine, K^Lysine, L=Leucine, M»Mcthionine, 
N=Aflparagine, P=Proline, Q^Glutamine, R=Argtnlne, S-Serine, 
T=Threorane» V=Vallne, W-Tryptophan, Y«Tyrosine, 
X«Unknown, *-Stop codon, /=possible nucleotide deletion, 
V=possible nucleotide insertion 










VSPSLSSSSSSGYSGQPNGRAWPRGDEAPVPPED 

EAAAGAEDEPPRTGELKAEGATAEAGARLPYYP 

AYWRTLKFIYPPLTreQYELYMYREVDTLELTR 

QVKEK1AKNGICQRIFGEKVLGLSQGSVSDMLSR 

PKPWSKLTQKGREPFIRMQLWLSDQLGQAVGQQ 

PGASQASPTEPRSSPSPPPSPTEPEKSSQEPLSLSLE 

SSKENQQPEGRSSSSLSGKMYSGSQAPGGIQEIV 

AMSPELDTYSITKRVKEVLTDNNLGQRLFGESIL 

GLTQGSVSDLLSRPKPWHKLSLKGREPFVRMQL 

WLNDPHNVEKLRDMKKLEKKAYLKRRYGLIST 

GSDSESPATRSECPSPCLQPQDLSLLQDCKPRWL 

APEEKEALRKAYQLEPYPSQQTIELLSFQLNLKT 

NTVINWFHNYRSRMRREMLVEGTQDEPPLDPSG 

QEGPEENSTPLTTQDKAQVRIKQEQMEEDAEEE 

AGSQPQDSGELDKGQGPPKEEHPDPPGNDGLPK 

VAPGPLLPGGSTPDCPSLHPQQESEAGERLHPDP 

LSFKSASESSRCSLEVSLNSPSAASSPGLMMSVSP 

VPSSSAPISPSPPGAPPAKVPSASPTADMAGALHP 

SAKVNPh^QRRHEKMANLNNIIYRLERAANREE 

ALEWEF 


3409 


A 


162 


1710 


GPLSPGPYQCRPSLPAQLYPQSLMAAATLRTPTQ 

GTVTFEDVAVHFSWEEWGLLDEAQRCLYRDVM 

LENLALLTSLDVHHQKQHLGEKHFISNVGRALF 

VKTCTFHVSGEPSTCREVGKDFLAKLGFLHQQA 

AHTGEQSNSKSDGGAISHRGKTHYNWGEHTKAF 

SGKHTLVQQQRTLTTERCYICSECGKSFSKSYSL 

NDHWRLHTGEKPYECRECGKSFRQSSSLIQHRR 

GHTAVRPHECDECGKLFSNKSNLIKHRRVHTGE 

RPYFPSFPfrTf 53FNOTISAT LOTTO OVHTOFKPVFP 

TECGKSFSHNSSLIKHQRIHSG*\RPYECTECGKSF 

SQNSSLffiHHRVHTGERPYKCSECGKSFRQRSAL 

LQHRGVPTGERPYECSECGKFFPYSSSLGKHQRV 

HTGSRPYECSECGKSFTQNSGLIKHRRVHTGEKP 

YECTE*KKSFSHNSSLIKHQRIHSR*KPYE\CKCG 

N\R*HPGESP*VHSECQ/KSFS*RPYLIECHTVHKG 

KTLLICRDVOLT 


3410 


A 


167 


789 


LCMKGISGGVRVAALAARAEREELPVPAMEPQP 

TAWGSPHPEAVLQLEVAPESSGPCTDTAKDQQS 

DKLPDLMPPAVEPLGSALELRASLEIDVAEVRGCE 

HGPSQQLPRCP*SWAWSEPWCQRPGCAV*APLP 

Y*REASFTY'OSHSPAASGPFHSAGAGAVYLOAGn 

V/GEQEKEAVRKGSGSSSCSQRGP\PPPGMEVCPL 

LGFWAICP 


3411 


A 


1040 


887 


ASLSOAGISTMPWALILLFLLTHSAVS WQAGL 
TQPPSVSIO)LR\QTATLTCTGNSNNVGHQGVrvVL 
QQHQGOTPIOXSYRNOT^ 
ASLTIYGLQTEHEAD* *CRPRRKLIPKTARLFFFFL 
EDNEEYLLRVY 


3412 


A 


164 


83 


RRGIPGSASLSLTMCVRSCFQSPRLQWVWRTAFL 

KHTQRRHQGSHRWTHLGGSTYRAVIFDMGGV^ 

PSPGRVAAEWEVQNRIPSGTILKALMEGGENGP 

WMRFMRAEITAEGFLREFGRLCSEMLKTSVPVD 

SFFSLLTSERVAKQFPVMTEA1TQIRAKGLQTAVL 

SNNFYl^NQKSFLPIJDRKQFDVIVESCMEGICKP 



326 



WO 01/57190 



PCTYUS01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»AIanlne OCysteine, D*Aspartic Add, 
E=Glutaraic Acid, ^Phenylalanine, G=Glycine, H=HistidJne, 
I«Isoleudne, KpLysine, l/*Leudne, MNtlethionine, 
N«Asparagine, P=Prolinc, QsGlutamine, R-Arginlde, S=Serine, 
T=Tnreontae, V=Voline, W=Tryptophan» Y-^Tyrosine, 
X«lfnknown, *=Stop codon, /^possible nudeotide deletion, 
V=posslble nudeotide insertion 










DPRIYKLCLEQLGLQPSESIFLDDLGTNLKBAARL 

GfflmVNDPETAVKELEAIXGFTIJlVGVPNTRP 

VKKTMEEPKDSLQKYLKDLLGIQTTGPLELLQFD 

HGQSNPTYYIRLANRDLVLRKKPPGTLLPSAHAI 

EREFRIMKALANAGVPVPNVLDLCEDS SVIGTPF 

YVMEYCPGLIYKDPSLPGLEPSHRKAIYTAMNTV 

LCBCIHSVDLQAVGLEDYGKQGSTTWV/YSSRRA 

SFPVLRGINDCDLTQLGIPAAEEYFRMYCLQMGL 

PrTENWNFYMAFSFFRVAAILQGVYKRSLTGQA 

SSTYAEQTGKLTEFVSNLAWDFAVKEGFRVFKE 

MPFTNPLTRSYHTWARPQSQWCPTGSRSYSSVPE 

ASPAHTSRGGLVISPESLSPPVRELYHRLKHFME 

QRVYPAEPELQSHQASAARWSPSPLIEDLKVKQP 

W*GGRSGRTSWRLLALGCHT 


3413 


A 


105 


1573 


PESRHQCFSDRSSHFLTMEMEQEKMTMNKELSP 

DAAAYCCSACHGDETWSYNHPIRGRAKSRSLSA 

SPALGSTKEFRRTRSLHGPCPVTIFGPKAC^ 

PQTIMHIQDPASQRLTWNKSPKSVLVIKKMRDAS 

LLQPFKELCTHLMEENMIVYVEKKVLEDPAIASD 

ESFGAVKKKFCTFREDYDDISNQIDFnCLGGDGT 

LLYASSLFQGSVPPVMAFHLGSLGFLTPFSFENFQ 

SQVTQVlfiUNAAVVJuRGSRLKVRVVJ^ 

TAVHNGLGEKGSQAAGLDMDVGKQAMQYQVL 

NEVVIDRGPSSYLSNVDVYLDGHIJTTVQGD/G* 

GPQHLSWGP*AFLGRE*RLRLSLSGVTVSTPTGST 

AYAAAAGASMIHP>rVPAIMITPICPHSLSFRPIYV 

PAGVELKIMLSPEARNTAWVSFDGRKRQEIRHG 

DSISITTSCYPLPSICVRDPVSDWFESLAQCLHWN 

VRKKQAHFEEEEEEEEEG 


3414 


A 


20 


2602 


VIVNKNVNW1NYIYYNQ 

ALGLPDLITCPFTFYESEREKMAVGVLTQTVGPW 

PRPVAYLSKQLDGVSKGWPPCLRALAATALLAQ 

EADKLTLGQNLMKAPHAWTLMNTKGHHWLT 

NARLTKYQSLPCENPHimVCmLNPTTLLPVSE 

SPGEHNCVEVLDSVYSSRPDLRDQPWASSVDWE 

LYMDGSSFINSQGERCAGYAVVTLDAVIKAKLW 

LQGTSAQKAELIALTRAVELSEGQESLEELLGRY 

FYVSHLPAFAKAVAQLCITCRQHNARQSPTVSPH 

IQAYGAAPFEDLQVDFTEMPKCGGNKYLLVLTC 

TYSGWVEAYPTRTEKAYEVTRVLLRDLIPRFGLP 

LRIGSHNGPVFVADIJOCVEIKVT>TGVIWATWIKN 

EKDPVQIXJKGKSGPSCTKGQCNPLELVTTNPLDP 

RWKKGERVTLGINGAGLNPRVNILVRGEVYKCS 

LEPVFQTFYDELNWITEFPGKTRNLFLQI^EHV 

AQSLTVTSCYVCGGTVIADQWPWEARELVPTDP 

WDEFPAQKKHPDNFWVOCASiniQYYIARVEKD 

ESHRDWTAPTGLYWICGHRAYTKLP\ASSCVIGT1 

KPSFFLLSIKTGELLGFPVYASR\KSIAIRN*NNDK 

WPPERHQYYGPAT*AQDGSWGYRIPIYMINRIIRL 

QAVLKIITATGRALTILAQQETQMRNAIYQNRLA 

LDYLLAAEGEVCRKFNLTNCCLHIDNQGQVVED 

IVRDMTKVAHVPVQVWHGFDPGAMFRKWFPAL 

GGFKTLHRVIIVIGTYLLLPRLLPVLLQMIKSFIAT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanlne OCystelne, IMAspartic Add, 
E=Glutamic Add, ^Phenylalanine, G»Glydne» H^Histidine, 
I«Isoleuclne, KpLystne, I>Leudne, M-Methlonioe, 
N=Asparagine, P=ProIine, Q»GIutamine, R=Arginine, S=Serine, 
•^Threonine, V=Valine, W^Tryptopban, Y^Tyrosine, 
X«Unknown, *<^Stop codon, /=posslble nucleotide deletion, 
\ppossibIe nucleotide insertion 










LVYQNASAQVYYINHY 


3415 


A 


455 


108 


NMSWRGRSTYRPRPRRSLQPPELIGAMLEPTDEE 
PKEEKPPTKSRKPTPDQKREDDSG/SAA*DFKWP 
EPGKPIFQGAMVKPKTGG/CGCEGGY*CQGEDS\P 
KAEHFKMPEAGEGKSQV 


3416 


A 


1 


874 


FFFFQRINFIEHSGSVSLLALACDLGWCEDWSCC 

LVQGGGDLVDVVQTNHGEDEAGGDTDSVDEAR 

CKESQQEAQENLREDLCLESFAKDKBLQIIEGSER 

EHEETRTKQAALDGEPLGGGQLTAVHLHPSKEQ 

QGQEGGERQRGARTHHWRGWEKGRRVRLRPPS 

GKLRADQPVRKLGGPTPS/TELPGLQPHAPTPHT 

A/PATPTYSPAPDTPNPPVRWKCPLPVEPRTRQLC 

RERTRKACPPKPRPPLGLPGDPTGPVTHHAPPVS 

PTGASGQERRAEPGAVSYAHASATK 


3417 


A 


243 


847 


CLKYMYTYIFCPNCVSYKMKTDHFSLRYLHSSC 

AEDNKSSVDSSGQAAHPSKGKFFPHGTHWGTQC 

RGHISVLGWQCSCPSTGCRVGLGLAMCQIHAYI 

HTrnHTHTHTPTDYGAHHTDPLQRWGLGPRVKS 

EAGPLPQLSRDQSHPGPLSPGASPRSAGLPGWHP 

AHQEPRARGRCARDGLSLQTRLTNKYDIQCCQE 

MRK 


3418 


A 


4073 


1000 


LDEYEARLTLANLDDFEEDNEDDDENRVNQEEK 

AAKITELINKLNFLDEAEKDLATVNSNPFDDPDA 

AELNPFGDPDSEEPITETASPRKTEDSFYNNSYNP 

FKEVQTPQYLNPFDEPEAFVTIKDSPPQSTKRKNI 

RP VDMSKYL Y AD S SKTEEEELDESNPF YEPKSTP 

PPNNLVNPVQELETERRVKRKAPAPPVLSPKTGV 

LNENTVSAGKDLSTSPKPSPIPSPVLGRKPNASQS 

LLWCKEVTKNYRGVKITMnTSWRNGLSFCAI 

LHHFRPDLmYKSLNPQDIKENNKKAYDGFASIGI 

SRLLEPSDMVLLAIPDKLTVMTYLYQIRAHFSGQ 

ELNWQIEENSSKSTYKVGNYETDTOSSVDQEKF 

YAELSDLKREPELQQPISGAVDFLSQDDSVFVND 

SGVGESESEHQTPDDHLSPSTASPYCRRTKSDTEP 

QKSQQSSGRTSGSDDPGICSNTDSTQAQVLLGKK 

RLLKAETLELSDLYVSDKKKDMSPPFICEETOEQ 

KLQTLDIGSNLEKEKLENSRSLECRSDPESPIKKT 

SLSPTSKLGYSYSRDLDLAKKKHASLRQTESDPD 

ADRTTLNHADHSSKIVQHRLLSRQEELKERARVL 

LEQARRDAALKAGNKHNTNTATPFCNRQLSDQ 

QDEERRRQLRERARQLIAEARSGVKMSELPSYGE 

MAAEKLKERSKASGDENDNIEIDTNEEIPEGFVV 

GGGDELTNLENDLDTPEQNSKLVDLKLKKLLEV 

QPQVANSPSSAAQKAVTESSEQDMKSGTEDLRT 

ERLOKTTERFRNPVVFSKDSTVRKTOLOSFSOYI 

ENRPEMKRQRSIQEDTKXGNEEKAAITETQRKPS 

EDEVLNKGFKDS\SQYWGELAALENEQKQIDTR 

AALVEKRLRYLMDTGRNTEEEEAMMQEWFML 

VNKKNALIRRMNQLSLLEKEHDLERRYELLNRE 

LRAMLAIEDWQKTEAQKRREQLLLDELVALVN 

KRDALVRDLDAQEKQAEEEDEHLERTLEQNKG 

KMAKKEEKCVLQ 


3419 


A 


4073 


1000 


LDEYEARLTLANLDDFEEDNEDDDENRVNQEEK" 

AAKITELINKLNFLDEAEKDLATVNSNPFDDPDA 

AELNPFGDPDSEEPITETASPRKTEDSFYNNSYNP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D«Aspartic Add, 
EKJIutamic Add, ^Phenylalanine, G^GIydne, H~Hlstidine, 
I-Isoleudne, K-Lysine, LHLendne, M-Methtonine, 
N=Ajparagine, P-Prollne, Q=Glutamine, R-Arginine, S=Serine, 
T^TfareonJne, V«Valine, W-Tryptophan, Y^Tyroslne, 
X«Unknown, *=Stop codon, possible nucleotide deletion, 
^possible nucleotide insertion 










FKEVQTPQYU^FDEPEAFVTIKDSPPQSTKRKNI 

RPVDMSKYLYADSSKTEEEELDESNPFYEPKSTP 

PPNNLVNPVQELETERRVKRKAPAPPVLSPKTGV 

LNENTVSAGKDLSTSPKPSPIPSPVLGRKPNASQS 

LLVWCELEVTKNYRGVKITNFTTSWRNGLSFCAI 

IJIHFRPDLIDYKSLNPQDIKENNKKAYDGFASIGI 

SRLLEPSDMVL1APDKLTVMTYLYQIRAHFSGQ 

ELNWQIEENSSKSTYKVGNYETDTNSSVDQEKF 

YAELSDLKREPELQQPISGAVDFLSQDDSVFVND 

SGVGESESEHQTPDDHLSPSTASPYCRRTKSDTEP 

QKSQQSSGRTSGSDDPGICSNTDSTQAQVLLGKK 

RLLKAETLELSDLYVSDKKKDMSPPFICEETDEQ 

KLQTLDIGSNLEKEKLENSRSLECRSDPESPIKKT 

SLSPTSKLGYSYSRDLDLAKKKHASLRQTESDPD 

ADRTTLNHADHSSiCIVQHRLLSRQEELKERARVL 

LEQARRDAALKAGNKHNTNTATPFCNRQLSDQ 

QDEERRRQLRERARQLIAEARSGVKMSELPSYGE 

MAAEKLKERSKASGDENDNIEIDTNEEIPEGFVV 

GGGDELThn.E>nDU5TPEQNSKLVDLKLKKLLEV 

QPQVANSPSSAAQKAVTESSEQDMKSGTEDLRT 

ERLQKTTERFRNPVVFSKDSTVRKTQLQSFSQYI 

E>fltPEMKRQRSIQEDTKKGNEEKAAITETQRKPS 

EDEVLNKGFKDS\SQYVVGELAALENEQKQIDTR 

AALVEKRLRYLMDTGRNTEEEEAMMQEWFML 

VNKKNALBRRMNQLSLLEKEHDLERRYELLNRE 

UIAMLAIEDWQKTEAQKRREQLLLDELVALVN 

KRDALVRDLDAQEKQAEEEDEHLERTLEQNKG 

KMAKKEEKCVLQ 


3420 


A 


612 


1058 


ENLGPNYSHRLLHHPTFYKKIHKKHHEWTAPIG 

VISLYAHPmHAVS>O^PVIVGPLVMGSHLSSrrM 

WFSLALHTTISHCGYHLPFIJSPEFHDYHHLKFN 

QCYGVLGVLDHLHGTDTMFKQTKAYERHVLLL 

GFTPLSESIPDSPK 


3421 


A 


23 


2005 


LLTPCDGRJPGRPSVGAESGSDFQQRRRRRRDPE 

EPEKTELSERELAVAVAYSQENDEENEERWVGP 

IJPVEATLAKKRKVLEFERVYLDNLPSASMYERS 

YMHRDVITHWCTKTDFnTASHDGHVKFWKKIE 

EGIEFVKHFRSHLGVIESIAVSSEGALFCSVGDDK 

AMKVFDVVNFDMINMLKLGYFPGQCEWIYCPG 

DAISSVAASEKSTGKIFIYDGRGDNQPLHIFDKLH 

TSPLTQIRLNPVYKAWSSDKSGMDBYWTGPPHE 

YKFPKNVNWEYKTDTDLYEFAKCKAYPTSVCFS 

PDGKKIATIGSDRKVRIFRFVTGKLMRVFDESLS 

MFTELQQMRQQLPDMEFGRRMAVERELEKVDA 

VRLINIVFDETGHFVLYGTMLGIK\TNVET^CV 

RILGKQENIRVMQLAT ,FQOT AKKHRA ATTTF.MTC A 

SENPVLQMQADPTIVCTSFKKNRFYMFTKREPE 

DTKSADSDRDVFNEKPSKEEVMAATQAEGPKRV 

SDSAIIHTSMGDIHTKLFPVECPKTVENFCVHSRN 

GYYNGHTFHRQKGFMIQTGDPTGTGMGGESIWG 

GEFEDEFHSTLRHDRPYTLSMANAGSNTNGSQFF 

IWVPTPWLDNKHTVFGRVTfCGMEVVQRISNVVK 

VNPKTDKPYEDVSIINITVK 


3422 


A 


2486 


433 


FVLVCAPLTWAGARHRRMAASKKPPRVRVNHQ 
DFQLRNLRJIEPNEVTHSGDTGVETDGRMPPKVT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A^Alanine OCystelne, D=Aspartic Add, 
E^GIutamic Add, ^Phenylalanine, G«=G lycine, EMffistidlne, 
Msoleudne, K=Lysine, L=Leudne, M^Methionlne, 
N=Asparagine, P=Prollne, Q=Glctamine, R«Arginine, S^Serine, 
T-Threonine, V^Valine, W«^Tryptophan, Y«Tyroslne, 
X=Unknown, *=Stop codon, /=possib!e nudeotide deletion, 
V-possible nudeotide insertion 










SELLRQLRQAMRNSEYVTEPIQAYHPSGDAHQSB 

YIAPCDCRRAFVSGFDGSAGTAIITEEHAAMWTD 

GRYFLQAAKQMDSNWTLMKMGLKDTPTQEDW 

LVSVLPEGSRVGVDPLIIPTDYWKKMAKVLRSA 

GHHLIPVKENLVDKIWTDRPERPCKPLLTLGLDY 

TGISWKDKVADLRLKMAERNVMWFVVTALDEI 

AWLFNLRGSDVEHNPVFFSYAEGLETIMLFIDGD 

RIDAPSVKEHLLLDLGLEAEYRIQVHPYKSILSEL 

KALCADLSPREKVWVSDKASYAVSETIPKDHRC 

CMPYTPICIAKA\VKNSA\ESEGMRRAHIKDAVAL 

CELFNWLEKEVPKGGVTEISAADKAEEFRRQQA 

DFVDLSFPTISSTGPNGAIIHYAPVPETNRTLSLDE 

VYLIDSGAQYKDGTTDVTRTMHFGTPTAYEKEC 

FTYVLKGHIAVSAAVFPTGTKGHLLDSFARSAL 

WDSGLDYLHGTGHGVGSFLNVHEGPCGISYKTF 

SDEPLEAGMVTDEPGYYEDGAFGIRIENVVLVV 

PVKTKYNFNNRGSLTFEPLTLVPIQTKMIDVDSL 

TDKECDWLNNYHLTCRDVIGKELQKQGRQEAL 

EWLIRETQPISKQH 


3423 


A 


5515 


934 


FKMPEOTATDKLQVLQVLDRLKMKLQEKGDTS 

QNEKLSMFYETLKSPLFNQILTLQQSIKQLKGQL 

NHIPSDCSAOTDFSRKGLLVFrDGSITNGNVHRPS 

NNSTVSGLFPWTPKLGNEDFNSVIQQMAQGRQIE 

YIDDSRPSTGGLGFSWALRSQNLGKVDIFVKDV 

QPGSVADRPQRLKENDQILAINHTPLDQNISHQQ 

AIALLQQTTGSLRLIVAREPVHTKSSTSSSLNDTT 

LPETVCWGHVEEVELINDGSGLGFGIVGGKTSGV 

WRIWPGGLADRDGRLQTGDHILKIGGTNVQG 

MTSEQVAQVLRNCGNSVRMLVARDPAGDISVTP 

PAPAALPVALPTVASKGPGSDSSLFETYNVELVR 

KDGQSLGIRIVGYVGTSHTGEASGIYVKSIIPGSA 

AYHNGHIQVI^KIVAVDGVNIQGFANHDVVEVL 

RNAGQVVHLTLVRRKTSSSTSPLEPPSDRGTVVE 

PLKPPALFLTGAVETETNVDGEDEEIKERIDTLKN 

DNIQALEKLEKVPDSPENELKSRWENLLGPDYEV 

MVATLDTQIADDAELQKYSKLLPIHTLRLGVEV 

DSFDGHHYISSIVSGGPVDTLGLLQPEDELLEVN 

GMQLYGKSRREAVSFLKEVPPPFTLVCCRRLFDD 

EASVDEPRRTETSLPETEVDHNMDVNTEEDDDG 

ELALWSPEVKIVELVKDCKGLGFSILDYQDPLDP 

TRSVIVIRSLVADGVAERSGGLLPGDRLVSVNEY 

(XDNTSLAEAVEILKAVPPGLVHLGICKPLVEDN 

EEESCYILHSSSNEDKTEFSGT1HDINSSLILEAPK 

GFRDEPYFKEELVDEPFLDLGKSFHSQQKEIEQS 

KEAWEMHEFLTPRLQEMDEEREMLVDEEYELY 

QDPSPSMELYPLSHIQEATPVPSVNELHFGTQWL 

HDNEPSESQEARTGRTVYSQEAQPYGYCPENVM 

KTSLDLGMIPNDVQGPSLLIDLPVVAQRREQEDL 

PLYQHQATRVISKASAYTGMLSSRYATDTCELPE 

REEGEGEETPNFSHWGPPRIVEIFREPNVSLGISrV 

GGQTVIKRLKNGEELKGIFIKQVLEDSPAGKTNfA 

LKTGDKILEVSGVDLQNASHSEAVEAIKNAGNP 

VVFTVQSLSSTPRVIPNVHNKANKITGNQNQDTQ 

EKKEKRQGTAPPPMKLPPPYKALTDDSDENEEE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A=Alanine OCysteine, D-Aapartic Acid, 
E^Glutamlc Add, ^Phenylalanine, G=Glyctne, H»Hlstfdine, ■ 
Ialsoleudne, K=Lysine, L«Leucine, M=MethIonine, 
N=Asparaglne, P»Prollne, Q=Glutamlne, R^Arginine, S^Serine, 
•p=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
V=possibIe nucleotide insertion 










DAFTDQKIRQRYADLPGELHIIELEKDKNGLGLS 
IJ^GNKDRSRMSIFWGINPEGPAAADGRMHTnn 

EIXEINNQILYGRSHQN\ASAIIKTAPSKVKLVFIR 

NEDAVNQMAVTPFPVPSSSPSSIEDQSGTEPISSEE 

XDGSXJ^VGIKQI^ESESFKLAVSQMKQQKYPIKV 

SFSSQEIPLAPASSYHSTDADFTGYGGFQAPLSVD 

PATCPIVPGQEMIIE1SKRRSGLGLSIVGGKDTPLV 

NGVDLRNSSHEEAITALRQTPQKVRLVVYRDEA 

HYRDEENLEIFPVDLQKKAGRGLGLSrVGKR 


3424 


A 


2223 


1162 


HASERWQLPDFVWDQYTHSLGRVEREFKNRKR 

HTRRVKLVFDKGLPARPKSPLDPKKDGESLSYS 

MLPLSDGPEGSSSRPQMIRGRLCDDTECPETFNQL 

WTVFFOK1CT "POT T TTTVPPPP VP <nR P A TYPT n 

NRTAKQVASRVQKYFIKLTKAGIPVPGRTPNLYI 

YSKKSSTSRRQHPLNKHLFKP\GTFMTSHEPPVY 

MDEDDDRSCFHSHMNTAVEDASDDESIPIMYRN 

LPEYKELLQFKKIJCKQKLQHMQAESGFVQHVGF 

KCDNCGIEPIQG\VRW\HCR\DCPP\EMSL\DFC\DS 

C\SDCLHET\DIHKGDHQLEPIYRS\ETFLDRDYCV 

SQGTSYNYLDPNYFPANR 


3425 


A 


2223 


1162 


HASERVVQLPDFVWDQYTHSLGRVEREFKNRKR 

HTORVKLVFDKGLPARPKSPLDPKKDGESLSYS 

MLPLSDGPEGSSSRPQMIRGRLCDDTKPETFNQL 

>niTAKQVASRVQKYFIKLTKAGIPVPGRTPNLYI 

YSKKSSTSRRQHPLNKHLFKP\GTFMTSHEPPVY 

MDEDDDRSCFHSHMNTAVEDASDDESPIMYRN 

LPEYKELLQFKKLKKQKLQHMQAESGFVQHVGF 

KCDNCGIEPIQG\VRW\HCRVDCPP\EMSL\DFC\DS 

C\SDCLHET\DIHKGDHQLEPIYRS\ETFLDRDYCV 

SQGTSYNYLDPNYFPANR 


3426 


A 


2 


1553 


LFVWHDDPRWGTPRYWLGALYRNQQSSPTAPP 

GIXPLEYFPAAPHCSHSRQWRCSQTHRIHHHPQ 

MLGPCRQEICGnMAAGTLYTYPENWRAFKALI 

AAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFP 

AGKVPAFEGDDGFCVFESNAIAYYVSNEELRGST 

PEAAAQVVQWVSFADSDIWPASTWVFPTLGIM 

HHNKQATENAKEEVRRILGLLDAYLKTRTFLVG 

ERVTLADITVVCTLLWLYKQVLEPSFRQAFPNTN 

PWPT TrTMOPOPP A WPGFVK7 f^T£MAOP\nAKT<r 

FAETQPKKDTPRKEKGSREEKQKPQAERKEEKK 

AAAPAPEEEMDECEQALAAEPKAKDPFAHLPKS 

TFVLDEFKRKYSNEDTLSVALPYFWEHFDKDGW 

SLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLR 

KNAFASVILFGTNNSSSISGVWVFRGQELAFPLSP 

DWQVDYESYTWRKLDPGSEETQTLVREYFSWE 

GAFQHVGKAFNQGKIFK 


3427 


A 


755 


52 


TAARRROKGTAARRROKGTAARRROKGTAARR 

RQKGTAARRRQKGTAARRRQKGTAARRRQKGT 

AARRRQKGTAAlUiRQKGTAARRRQKGTAARRR 

QKGLSNLDAAEWLPPKKGVGEKXKGPFLAINEV 

VT\REYPlNlLKRIHGVGFKKRAPRALra 

KJEMGTPDVIUDTRLNKAVWAKGIRNWYIUR^ 

LSRKRl^EDSPNiaYTLVTYWVTTFK^ 

NVDEN 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A B Alanlne OCysteine, D=>Aspartic Add, 
^-Glutamic Add, ^Phenylalanine, OGtydne, H^Histidiae, 
I=Isoleadne, K«Lyslne, I>Leudnt, M"MethlanIne, 
N=»Asparagine, P-Proline, Q=Glutamine, R=Arglninc, $=*Serlne, 
^Threonine, V^Valine, W»Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, /^possible nudeotide deletion, 
possible nudeotide insertion 


3428 


A 


4 


1939 


LPLSLSFSEMPLPLLPMDLKGEPGPPGKPGPWGP 

PGPPGFPGKPGHGKPGLHGQPGPAGPPGFSRMG 

KAGPPGLPGNVGPPGQPGLRGEPGIRGDQGLRGP 

PGPPGLPGPSG1TIPGKPGAQGVPGPPGFQGEPGP 

QGEPGPPGDRGLKGDNGVGQPGLPGAPGQGGAP 

GPPGLPGPAGLGKPGLDGLPGAPGDKGESGPPG 

VPGPRGEPGAVGPKGPPGVDGVGVPGAAGLPGP 

QGPSGAKGEPGTTIGPPGLIGPTGYGMPGLPGPKG 

DRGPAGVPGLLGDRGEPGEDGEPGEQGPQGLGG 

PPGLPGSAGLPGRRGPPGPKGEAGPGGPPGVPGI 

RGDQGPSGLAGKPGVPGERGLPGAHGPPGPTGP 

KGEPGFTGRPGGPGVAGALGQKGDLGLPGQPGL 

RGPSGIPGLQGPAGPIGPQGLPGLKGEPGLPGPPG 

EGRAGEPGTAGP\RGPPGVPGSPGITGPPG\LPGPP 

GAPGAFDETG1AGLHLPNGGVEGAVLGKGGKPQ 

FGLGELSAHATPAFTAVLTSPLPASGMPVKFDRT 

LYNGHSGYNPATGIFTCPVGGVYYFAYHVHVKG 

TNVWVALYKNNVPATYTYDEYKKGYLDQASG 

GAVLQLRPNDQVWVQMPSDQANGLYSTEYIHSS 

FSGFLLCPT 


3429 


A 


212 


1075 


EGLTGPCERVPFLLGRGPPHGATRAGHRRAVRW 

AGPESLPPLPRSLIMDSPRAGTHQGPLDAETEVG 

ADRCTSTAYQEQRPQVEQVGKQAPLSPGLPAMG 

GPGPGPCEDPAGAGGAGAGGSEPLVTVTVQCAF 

TVALRARRGADLSSLRALLGQALPHQ\AQLGQLS 

YLAPGEDGHWVPEPEEESLQRAWQDAAACPRGL 

QLQCRGAGGRPVLYQWAQHSYSAQGPEDLGF 

RQGDTVDVLCEVDQAWLEGHCDGRIGIFPKCFV 

VPAGPRMSGAPGRLPRSQQGDQP 


3430 


A 


799 


1989 


INKYINIRKKIKLLSPLPPLWSHLALLQASATECWV 

LTPAAFAGKLLSVFRQPLSSLWRSLVPLFCWLRA 

TFWL1ATKRRKQQLVLRGPDETKEEEEDPPLFIT 

PTSVNYHFTRQCNYKCGFCFHTAKTSFVLPLEEA 

KRGLLLLK\EAG\LEKINFSGG\EPFLQDRGEYLGK 

LVRFCKVELRLPSVSI\VSNGSLIRERWFQNYG\E 

YLDILAISCDSFDEEVNCPMGRGN\GKKNHVENL 

QKL\RRWCRDYRVPFKINSVINPF\NVEEDMTEQI 

KALNPVRWKVFQCLLIEGENCGEDA\LREAERFV 

IGDEEFERFLERHKEVSCLVPESNQKMKDSYLIL 

DEYMRFLNCRKGRKDPSKSILDVGVEEAIKFSGF 

DEKMFLKRGGKYIWSKADLKLDW 


3431 


A 


5468 


2146 


ACGFLPGRCHFSTFKQCQEWLSRLSRATARPAKP 

EDLFAFAYHAWCLGLTEBDQHTHLCQPGEHIRC 

RQEAELARMGFDLQNVWRVSHINSNYKLCPSYP 

QKLLVPVWITDKELENVASFRSWKRIPWVYRH 

LRNGAAIARCSQPEISWWGWRNADDEYLVTSIA 

KACALDPGTRATGGSLSTGNNDTSEACDADFDS 

SLTACSGVESTAAPQKIXIIJDARSYTAAVANRAK 

GGGCECEEYYPNCEVWMGMANIHAJRNSFQYL 

RAVCSQMPDPSNWLSALESTKWLQHLSVMLKA 

AVLVANTVDREGRPVLVHCSDGWDRTPQIVALA 

KILLDPYYRTLEGFQVLAnESDWLDFGHKFGDRC 

GHQENVEDQNEQCPVFLQWLDSVHQLLKQFPCL 

FEFNEAFLVKLVQHTYSCLYGTFLANNPCVEREK 

R2OTK/RGTCSWALLRAGNKNFHNFLYTPSSD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alantne OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, F=Phcnylalanlne, G*=Glydne, H=Hlstidlne, 
I=Isoleudne, K«Lysine, I>Leudne, M=Methionine, 
N-Asparagine, P=-Proline, Q=Glutamine, R-Arginine, S^Serine, 
T^Threonlne, V=VaIine, W^Tryptophan, Y^Tyroslne, 
X°Unknown, *«Stop codon, /^possible nudeotlde deletion, 
V-posslble nudeotide insertion 










MVIJiP VCHVRALHLWTA VYLPAS SPCTLGEEN 

MDLYLSPVAQSQEFSGRSLDRLPKTRSMDDLLS 

ACDTSSPLTRTSSDPNLNNHCQEVRVGLEPWHS 

NPEGSETSFVDSGVGGPQQTVGEVGLPPPLPSSQ 

KDYLSNKPFKSHKSCSPSYKLLNTAWREMKSNT 

SDPEIKVLEETBCGPAPDPSAQDELGRTLDGIGEPP 

EHCPETEAVSALSKVISNKCDGVCNFPESSQNSPT 

GTPQQAQPDSMLGVPSKCVLDHSLSTVCNPPSA 

ACQTPLDPSTDRLNQDPSGSVASISHQEQLSSVP 

DLTHGEEDIGKRGNNRNGQLLENPRFGKMPLEL 

VRKPISQSQISEFSFLGSNWDSFQGMVTSFPSGEA 

TPRRLLSYGCCSKRPNSKQMRATGPCFGGQWAQ 

REGVKSPVCSSHSNGHCTGPGGKNQMWLSSHPK 

QVSSTKPVPLNCPSPVPPLYLDDDGLPFPTDVIQH 

RLRQIEAGYKQEVEQLRRQVRELQMRLDIRHCC 

APPAEPPMDYEDDFTCLKESDGSDTEDFGSDHSE 

DCLSEASWEPVDKKETEVTRWVPDHMASHCYN 

CDCEFWLAKRRHHCRNCGNVFCAGCCHLKLPIP 

DQQLYDPVLVCNSCYEHIQVSRARELMSQQLKK 

PIATASS 


3432 


A 


36 


1873 


MTFFSSVADFIGLDPRIAAWLIDPSDATPSFEDLV 

EKYCEKSITVKVNSTYGNSSRNIVNQNVRENLKT 

LYRLTMDLCSKLKPYGLWQLFRTLELPLPILAV 

MESHAIQVNKEEMEKTSALLGARLKELEQEAHF 

VAGERFLrrSNNQLREILFGKLKLHLLSQRNSLPR 

TGLQKYPSTVSEALNALRJDLHPLPKIILEYRQVH 

KDCSTFVDGLLACMKKGSISSTWNQTGTVTGRLS 

AKHPMQGISKHPIQriTPKhn^GKEDKILTISPRA 

MFVSSKGHTFLAADFSQEELRILTrlLSGDPELLKL 

FQESERDDVFSTLTSQWKDVPVEQVTHADREQT 

KKWYAWYGAGKERLAACLGVPIQEAAQFLES 

FLQKYKKIKDFARAAIAQCHQTGCWSIMGRRR 

PLPRIHAHDQQLRAQAERQAVNFWQGSAADLC 

KL AMIHVFTA V AA SHTLTARL V AQHDELLFE VE 

DPQIPECAALVRRTMESLEQVPLKVSLSAGRSWG 

HLVPLQEAW\ALRQAHVALSLPATAWLPLGPLP 

APSPHPCIFRLHFVCSPRQQWEERTGFQQSIVWPS 

PRSPALYAPGRINPLGLGWPAIPWSKCLCKALKK 

K 


3433 


A 


1481 


476 


IPPKERAPGIRASCLAITAGARPTSYGRVGCEGDV 

RLSPVSPLLAPPDPRLASRWEGRSRMKGKKGIVA 

ASGSETEDEDSMDIPLDLSSSAGSGKRRRRGNLP 

KESVQILRDWLYEHRYNAYPSEQEKALLSQQTH 

LSTLQVCNWFINARRRLLPDMLRKDGKDPNQFTI 

SRRGAKISETSSVESVMGIKNFMPALEETPFHSFn 

AGPNPTLG\RPLSAKP/SQSPGSVLARPSVICHTTV 

TAIERLSLSLSCQSVGCGQNT\DIQQIAT\RNLRDS 

SLMYPEDTCKSGPSTNTQSGLFNTPPPTPPDLNQ 

DFSGFQLLVDVALKRAAEMELQAKLTA 


3434 


A 


1720 


1243 


NGPVPPGGSKTXWAGGSAAEGSPRLSPSPGAAQ 

VPALLRGEPRGGAAAGSFWKPLHQHSCGLRPPP/ 

PPD/RLSRLPGKTLSACDRENGARRPLLLGSTSFIP 

IGRRTYASAAEPVGSKAVLVTGCDSGFGFSLAKH 

LHSKGFLVFAGCLMKDKGHDGVKELDSLNSDRL 

RTVQLNVCSSEEVEKVA^GDCPLEPEGPVEKGMW 
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SEQID 
NO; 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A^AIanlne OCysteine, D=»Aspartic Add, 
E*Glutamic Add, ^Phenylalanine, (MJlydne, H=Histidine, 
I=Isoleudne, K-Lysine, l/*Leudne, M»Methlonlne, 
N^Asparagine, P^ProIine, Q=GIutamine t R^ArgtnJne, S^Serlne, 
T^Threonlne, V=Vallne, W=Tryptophan t Y=Tyrosine, 
X«Unknown, *=Stop codon, /=possible nucleotide deletion, 
^possible nucleotide insertion 










GLVNNAGISTFGBVEFTSLETYKQVAEVNLWGT 

VRMTKSFLPLIRRAXGRVVMSSMLGRMANPAR 

SPYCITKFGVEAFSDCLRYEMYPLGVKVSVVEPG 

NHAATSLYSPESIQAIAKKMWEELPEVVRKDYG 

KKYTOEKIAKMETYCSSGSTDTSPVIDAVTrlALT 

ATTPYTRYHPMDYYWWLRMQIMTHLPGAISDM 

IYIR 


3435 


A 


842 


3595 


ENQQQMLVAKEQRJJHDFLKQQERRQQQSISENEK 

LQKLKERVMQENKLKKIRAMRGQVDYSKIMN 

GNLSAEIERFSAMFQEKKQEVQTAILRVDQLSQQ 

LEDLKKGKLNGFQSYNGKLTGPAAVELKRLYQE 

LQIRNQLNQEQNSKLQQQKELLNKRNMEVAMM 

DKRISELRERLYGKKIQACEKVFLNRVNGTSSPQ 

SPLSTSGRVAAVGPYIQVPSAGSFPVLGDPIKPQS 

LSIASNAAHGRSKSANDGNWPTLKQNSSSSVKP 

VQVAGADWKDPSVEGSVKQGTVSSQPVPFSALG 

PTEKPGIEIGKVPPPIPGVGKQLPPSYGTYPSPTPL 

GPGSTSSLERRKEGSLPRPSAGLPSRQRPTLLPAT 

GSTPQPGSSQQIQQRISVPPSPTYPPAGPPAFPAGD 

SKPELPLTVAIRPFLADKGSRPQSPRKGPQTVNSS 

SIYSMYLQQATPPKNYQPAAHSALNKSVKAVYG 

KPVLPSGSTSPSPLPFLHGSLSTGTPQPQPPSESTE 

KEPEQDGPAAPADGSTVESLPRPLSPTKLTPIVHS 

PLRYQSDADLEALRRKLANAPRPLKKRSSITEPE 

GPGGPNIQKLLYQRFNTLAGGMEGTPFYQPSPSQ 

DFMVTLADVDNGNTNANGNLEELPPAQPTAPLP 

AEPAPSSDANDNELPSPEPEELICPQTTHQTAEPA 

pn>iKr\rMV a tvpttp otp^pv a f a P9 phf fo vpp a 

PLPPASHPPATSTNKRTNLKKPNSERTGHGLRVR 

FNPLALLLDASLEGEFDLVQRIIYEVEDPSKPNDE 

GITPLHNAVCAGHrlHIVKFLLDFGVNVNAADSD 

GWTPLHCAASCNSVHLCKQLVESGAAIFASTISD 

IETAADKCEEMEEGYIQCSQFLYGVQEKLGVMN 

KGVAYALWDYEAQNSDELSFHEGDALULRRKD 

E 


3436 


A 


3 


2604 

> 


GSTHASEKMKTGRSALWTDTGDMSVLNSPRHQ 

SCIMHVDMDCFFVSVGIKNRPDLKGKPVAVTSN 

RGTGRAPLRPGANPQLEWQYYQNKILKGKADIP 

DSSLWENPDSAQANGIDSVLSRAEIASCSYEARQ 

LGIKNGMFFGHAKQLCPNLQAVPYDFHAYKEVA 

QTLYETLAS\YTHNEEAVSCDEALVDITEILAETK 

LTPDEFANAVRMEIKDQTKCAASVGIGSNILLAR 

MATRKAKPDGQYHLICPEEVDDFIRGQLVTNLPG 

VGHSMESKLASLGKTCGDLQYMTMAKLQKEF 

GPKTGQMLYRFCRGLDDRPVRTEKERKSVSAEI 

NYGIRFTQPKEAEAFLLSLSEEIQRRLEATGMKG 

KRLTLKIMVRKPGAPVETAKFGGHGICDNIARTV 

TLDOATDNAKnGKAMLNMFHTMKLMSDMRGV 

GIHVNQLVPTNLNPSTCPSRPSVQSSHFPSGSYSV 

RDVFQVQKAKKSTEEEHKEVFRAAVDLEISSASR 

TCTFLPPFPAHLPTSPDTNKAESSGKWNGLHTPV 

SVQSRLNLSIEVPSPSQLDQSVLEALPPDLREQVE 

QVCAVQQAESHGDKKKEPVNGCNTGILPQPVGT 

VLLQIPEPQESNSDAGINLIALPAFSQVDPEVFAA 

LPAELQRELKAAYDQRQRQGENSTHQQSASASV 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A»Alanlne OCysteine, D»Aspartic Add, 
E*=Glutamic Add, ^^Phenylalanine, OGlydne, H^Histidine, 
I-Isoleudne, K-Lysine, IHLeudne, M«Methionine, 
N»Asparagine, P=Prollne, Q=Glutamlne, R«Arginine, S^Serine, 
T«Threonine, V^Vallne, W~Tryptophan, Y^Tyroslne, 
X«l)nknown, *-»Stop codon, /-possible nudeotide deletion, 
\=possible nudeotide insertion 










PKNPLLHLKAAVKEKKItNKKKKTIGSPKRIQSPL 
NNKLLNSPAKTLPGACGSPQKLIDGFLKHEGPPA 
EKPLEELSASTSGVPGLSSLQSDPAGCVRPPAPNL 
AGAVEFNDVKTLLREWITTISDPMEEDILQVVKY 
CTOLIEEKI)I^KII>LVIKYMKMJVIQQSVESVWN 
MAFDFILDNVQVVLQQTyGSTLKVT 


3437 


A 


32 


4038 


SLLRLLKAQWGSSGAASEPWLGEEGCGFPSTNE 

YPDLEEERATYPQEEDRFLTPGRAQLLWSPWSPL 

DQEEACASRQLHSLASFSTVTARRNPLHNPWGM 

ELAASEhTTOSPSPRPIJRPGVTLPPGALTMN^ 

TEVAENSHHLKIFLPKKLLECLPRCPLLPPERLRW 

NTNEEIASYLITFEKHDEWLSCAPKTRPQNGSnL 

YNRKKVKYRKDGYLWKKRKDGKTTREDHMKL 

KVQGMECXYGCYVHSSIVPTFHRRCYWLLQNPD 

IVLVHYLNVPALEDCGKGCSPIFCSISSDRREWLK 

WSREELLGQLKPMFHGIKWSCGNGTEEFSVEHL 

VQQEJDTrlPTKPAPRTHACLCSGGLGSGSLTHKC 

SSTKHRHSPKVEPRALTLTSIPHPHPPEPPPLIAPLP 

PELPKAHTSPSSSSSSSSSGFAEPLEIRPSPPTSRGG 

SSRGGTAILLLTGLEQRAGGLTPTRHLAPQADPR 

PSMSLAVWGTEPSAPPAPPSPAFDPDRFLNSPQR 

GQTYGGGQGVSPDFPEAEAAHTPCSALEPAAAL 

EPQAAARGPPPQSVAGGRRGNCFFIQDDDSGEEL 

KGHGAAPPPSPPPSPPPSPAPLEPSSRVGRGEALF 

GGPVGASELEPFSLSSFPDLMGELISDEAPSIPAPT 

PQLSPALSTTTOFSPEWSYPEGGVKVLITGPWTEA 

AEHYSCVFDHIAVPASLVQPGVLRCYCPAHEVG 

LVSLQVAGREGPLSASVLFEYRARRFLSLPSTQL 

DWLSLDDNQFRMSILERLEQMEKRMAEIAAAGQ 

VPCQGPDAPPVQDEGQGPGFEARVWLVESMIP 

RSTWKGPERLAHGSPFRGMSLLHLAAAQGYARL 

IETLSQWRSVETGSLDLEQEVDPLNVDHFSCTPL 

MWACALGHLEAAVLLFRWNRQALSIPDSLGRLP 

LSVAHSRGHVRLARCLEELQRQEPSVEPPFALSP 

PSSSPDTGLSSVSSPSELSDGTFSVTSAYSSAPDGS 

PPPAPLPASEMTMEDMAPGQLSSGVPEAPLLLM 

DYEATOSKGPLSSLPALPPASDDGAAPEDADSPQ 

AVDVIPVDMISLAKQIIEATPERIKREDFVGLPEA 

n A QA/TP PU T<1 A VfiT CPTM^WT A QVT \PNVTWFPR 

STPPSEL\PFER\GRLGLSLTAPSWAEFLSCIPPVGK 

IGKLIFALLTL\SD\QEQRELYEAARVIQTAFRKYK 

GRRLKEQQEVAAAVIQRCYRKYKQLTWIALKFA 

LYKKMTQAAILIQSKFRSYYEQKRFQQSRRAAV 

LIQQHYRSYRRRPGPPHRTSATLPARNKGSFLTK 

KQDQAARKIMRFLRRCRHRMRELKQNQELEGLP 

QPGLAT 


3438 


A 


469 


2602 


FGRLLWGTAFKSWKMKAPIPHLBLLYATFTQSLK 

VVT1CRGSADGCTDWSIDIKKYOVLVGEPVRIKC 

ALFY GYIRTNYSLAQSAGLSLMWYKSSGPGDFE 

EPIAFDGSRMSKEEDSrWFRPTLLQDSGLYACVIR 

NSTYCMKVSISLTVGENDTGLCYNSKMKYFEKA 

ELSKSKEISCRDIEDFL1JPTREPEILWYKECRTKT 

WRPS1VFKRDTLLIREVREDDIGNYTCELKYGGF 

VVRRTTELTVTAPLTDKPPKLLYPMESKLTIQET 

QLGDSAl^TCl^FFGYSGDVSPLlYWMKGEKFIE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«Alantne OCysteine, D^Aspartic Acid, 
E=Giutamic Acid, F-Phenylalanine, G=Glycine, H~HistJdfne, 
I=Isoleucine, K=Lysine, L=Leudne, ^Methionine, 
N=Asparagine, P^Prollne, Q~GIutamlne, R^Arginine, S=Serine, 
^Threonine, V=VaIine, W«Tryptophan, Y^Tyrosine, 
X-Unknown, *«Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










DLDENRVWESDI\KILKEHLGEQEVSISLIVDSVEE 

GDLGOTSCYVENGNGRRHASVLLHKRELMYTV 

ELAGGLGAILLLLVCLVTIYKCYKIEIMLFYKNHF 

GAEELDGDNKDYDAYLSYTKVDPDQWNQETGE 

EERFALEILPDMUiKHYGYKIJrTPD 

EDVARCVDQSKRLIIVMTPNYVVRRGWSIFELET 

RLRNMLVTGEIKVILIECSELRGIMNYQEVEALK 

HTn^LTVlKWHGPKCNKLNSKFWKRLQYEMPF 

KRIEPITHEQALDVSEQGPFGELQTVSAISMAAAT 

STALATAHPDLRSTFHNTYHSQMRQKHYYRSYE 

YDVPPTGTLPLTSIGNQHTYCNIPMTLINGQRPQT 

KSSREQNPDEAHTNSAILPLLPRETSISSVIW 


3439 


A 


251 


2037 


GPGNSSELIGGGHLFLIRSCLNLLLLNSKEN'IEHT 

MAKKVAVIGAGVSGLSSIKCCVDEDLEPTCFERS 

DDIGGLWKFTERGSSLSVMTWPLALSLLRHGGFC 

YSDFPFHEDYFNFMNHEKFWDYLQEFAEHFDLL 

KYIQFKTTVCGITKRPDFSETGQWDVVTETEGKQ 

NRAVFDAVMVCTGHFLNPHLPLEAFPGIHKFKG 

QILHSQEYKIPEGFQGKRVLVIGLGNTGGDIAVEL 

SRTAAQVLLSTRTGTWVLGRSSDWGYPYNMMV 

TRRCCSFIAQVLPSRFLNWIQERKLNKRFNHEDY 

GLSITKGKKAKFIVNDELPNCILCGAITMKTSVIE 

FTETSAVFEDGTVEEN1DVVIFTTGYTFSFPFFEEP 

LKSLCTKKIFLYKQVFPLNLERATLAnGLIGLKGS 

ILSGTELQARWVTRVFKGLCKRPASQKLMMEAT 

EKEQLIKRGVFKDTSKDKFDYIAYMDDIAACIGT 

KPSIPLLFLKDPRLAWEVFFGPCTPYQYRVLMGPG 

KWDGARNAILTQWDRTLKPLKTRIVPDSSKAWP 

SM\SHYLKAWGAPVLLASLLLICK\SSLFLKLVRD 

KLQDRMSPYLVSLWRG 


3440 


A 


1 


3533 


IMPCGSSRLLRGCWTHPNEPVSDLSYFDCIESVM 

ENSKVLGESMAGISQNAKTGDLPAFGECVGIASK 

ALCGLTEAAAQAAYLVGIFDPNSQAGHQGLVDP 

IQFARANQAIQMACQNLVDPGSSPSQVLSAATIV 

AKHTSALCNACRIASSKTANPVAKRHFVQSAKE 

VANSTANLVKTIKALDGDFSEDNRHKCR1ATAPL 

IEAVENLTAFASNPEFVSIPAQISSEGSQAQEPILV 

SAKPMLESSSYLIRTARSLAINPKDPPTWSVLAG 

HSHTVSDSIKSLITSIRDKAPGQRECDYSIDGINRC 

IRDIEQASLAAVSQSLATRDDISVEALQEQLTSW 

QEIGHLIDPIATAARGEAAQLGHKGTQLASYFEP 

LIIAAVGVASKILDHQQQN4TVLDQTKTLAESAL 

QMLYAAKEGGGNPKAQHTHDAITEAAQLMKEA 

VDDIMVTLNEAASEVGLVGGMVDAIAEAMSKL 

DEGTPPEPKGTFVDYQTTWKYSKAIAVTAQEM 

MTKSVTNPEELGGLASQMTSDYGHLAFQGQMA 

AATAEPEEIGFQIRTRVQDLGHGCIFLVQKAG\AL 

\l V Lr 1 Do I 1 JsJ*JiLUlUAK/i V X His,. V oL Vl^o ALvJALr 

NKGTQACITAATAVSGEADLDTTIMFATAGTLN 

AENSETFADHRENILKTAKALVEDTKLLVSGAAS 

TPDKLAQAAQSSAATTTQLAEWKLGAASLGSD 

DPETQVVLINAIKDVAKALSDLISATKGAASKPV 

DDPSMYQLKGAAKVMVTbTVTSLLKTVKAVEDE 

ATRGTRALEATIECIKQELTVFQSICDVPEKTSSPE 

ESIRMTKGITMATAKAVAAGNSCROEDVIATAN 
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SEQH) 
NO: 

j 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCystelne, D»Aspartic Add, 
E=GIotamic Add, ^Phenylalanine, G»Glydne, H«Hiatidinc, 
I=Isoleudne, K=Lysine, I^Leudne, M^Methionine, 
N°Aaparagine, P-Proline, Q^Glutamlne, R-Arginine, S°Serine, 
T=anreonine, V-Valine, W=Tryptophan, Y«iyrosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
possible nucleotide insertion 










LSRKAVSDMLTACKQASFHPDVSDEVRTRALRF 

GTECTLGYLDLLEHVLVILQKPTPELKQQLAAFS 

KRVAGAVTELIQAAEAMKGTEWVDPEDPTVIAE 

TELLGAAASIEAAAKKLEQLKPRAKPKQADETL 

DFEEQILEAAKSIAAATSALVKSASAAQRELVAQ 

GKVGSIPANAADDGQWSQGLISAARMVAAATSS 

K^SAANASVQGHASEEKLISSAKQVAASTAQLL 

VACKVKADQDSEAMRRLQAAGNAVKRASDNL 

VRAAQKAAFGKADDDDVVVKTKFVGGIAQIIAA 

QEEMLKKEREI^EARKKLAQIRQQQYKFLPTEL 

REDEG 


3441 


A 


3 


1584 


NSARGGVGVRGARAMATVQEKAAALNLSALHS 

PAHRPPGFSVAQKPFGATYVWSSIINTLQTQVEV 

KKRRHRLKRHNDCFVGSEAVDVIFSHLIQNKYF 

GDVDEPRAKWRVCQALMDYKVFEAVPTKVFG 

KDKKFITEDSSCSLYRFTTPNQDSQLGKENKLY 

SPARYADALFKSSDIRSASLEDLWENLSLKPANS 

PHVMSTTLSPQVINEVWQEETIGRLLQLVDLPLL 

DSLLKQQEAVPKIPQPKRQSTMVNSSNYLDRGIL 

KAYSDSQEDEWLSAAIDCLEYLPDQMWErSRSF 

PEQPDRTDLVKELLFDAIGRYYSSREPLLMILSD 

VHNGIAELLVNGKTEIALEATQLLLKLLDFQNRE 

EFRRLLYFMAVAANPSEFKLQKESDNRMVVKRI 

FSKAIVDNKNLSKGKTDLLVLFLVMDHQKDVFKI 

PGTL\HKIVS\VK\LMAIQNGRDPNRDAGYIYCQRI 

DQRDYSNITEKTTIDELLYLLKTLDEDSKLSAKE 

KKKVLLGQFYKCHPDIFIEHFGD 


3442 


A 


160 


822 


SPASGHCRLNGAAVAMFGCLVAGRLVQTAAQQ 

VAEDKFVTOLPDYESINHVVVFMLG'nPFPEGMG 

GSVYFSYPDSNGMPVWQLLGFVTNGPCPSAIFKIS 

GLKSGEGSQHPFGAMNIVRTPSVAQIGISVELLDS 

MAQQTPVGNAAVSSVDSFTQFTQKMLDNFYNF 

ASSFAVSQA^PDDTQ/RPSEMFIPANWLKWYENF 

QRRTSTEPSLLEN1IWIKINF 


3443 


A 


3 


1373 


SWHVRRRWLEATMAGGMKVAVSPAVGPGPWG 

SGVGGGGTVRLLLILSGCLVYGTAETDVNVVML 

QESQVCEKRASQQFCYTNVLIPQWHDIWTRIQIR 

VNSSRLVRVTQVENEEKLKELEQFSIWNFFSSFL 

KEKLNDTYVNVGLYSIKTCIJCVEIIEKDTKYSVI 

VIRRFDPKLFLVFLLGLMLFFCGDLLSRSQIFYYS 

TGMTVGIVASL\LIIFI1^KFMPKKSPIYVILVGGW 

SFSLYLIQLVFKNLQEIWRCYWQYLLSYVLTVGF 

MSFAVCYKYGPLENERSINLLTWTLQLMGLCFM 

YSGIQIPHIALAiniALCTKNLEHPIQWLYITCRKV 

CKGAEKPVPPRLLTEEEYRIQGEVETRKALEELR 

EFCNSPDCSAWKTVSRIQSPKRFADFVEGSSHLT 

FNEVSVHEQEYGLGSIIAQDEIYEEASSEEEDSYS 

RCPAITQNNFLT 


3444 


A 


566 


1718 


KGLERTCCAMEESDSEKTTEKENLGPRMDPPLG 

EPG\GSLGWVLPNTAMKKKVLLMGKSGSGKTS 

MRSIIFANYIARDTRRLGATILDRIHSLQINSSLST 

YSL VD S VGNTKTFD VEHSHVRFLGNL VLNL WD C 

GGQDTFMENYFTSQRDNIFRNVEVLIYVFDVESR 

ELEKDMHYYQSCLEAILQNSPDAKIFCLVHKMD 

LVQEDQRDLIFKEREEDLRRLSRPLECSCFRTSIW 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A= Ala nine OCystelne, D=Aspartic Add, 
E^Glutamic Add, ^Phenylalanine, OGIydne, H»Htetidine, 
I=Isoleudne, K=Lysine, l>Leudne, M"Methlonlne, 
N=Asparagine, P«Proline, Q=Glutaralne, R«Arginine, S=Serlne, 
T^Threonine, V«Valine, W*=Tryptophan, Y^Tyroslne, 
X-=Unknown, *=Stop codon, /^possible nudeotide deletion, 
\=possible nudeotide insertion 










DETLYKAWSSIVYQLJPNVQQLEMNLROTAEIIE 

ADEVIXFERATFLVISHYQC^CEQRDAHRFEKJSNI 

KQFKLSCSKLAASFQSMEVRNSNFAAFIDIFTSN 

TYVMVVMSDPSIPSAATLINIRNARKHFEKLERV 

DGPKQCLLMR 


3445 


A 


566 


1718 


KGLERTCCAMEESDSEKTTEKENLGPRMDPPLG 
EPG\GSLGWVLPNTAMKKKVLLMGKSGSGKTS 
MRSEFANYIARDTRRLGATILDRIHSLQINSSLST 
YSLVDSVGNTKTFDVEHSHVRFLGNLVLNLWDC 
GGODTFMENYin^ORDNTFIOJfVEVT TYVFDVF9R 

VJXJV^X-/ X X XYlXJtXi 1 1 , i Ov^XVi^ll IX XNJ.^1 V XJ V Xvl I V 1 i/ V DJl\ 

BLEKDlNfflYYQSCLEAlLQNSPDAKIFCLVffi^ 

LVQEDQRDLIFKEREIOTLIUU^RPLECSCFRTSIW 

DETLYKAWSSlWQLIPm^QQLEMhn.ROTAEIIE 

ADEYUJFEl^TFLVISHYQCKEQRDAHRreKISM 

IXQFKLSCSKLAASFQSMEV1WSNFAAFIDIFTSN 

TYVMVVMSDPSIPSAATLlTmWARKJ^ 

DGPKQCLLMR 


3446 


A 


566 


1718 


KGLERTCCAMEKDS1XTTEKENLGPRMDPPLG 

EPG\GSLGWVLPNTAMKKKVLLMGKSGSGKTS 

MRSI1FANY1ARDTRRLGAT11JD 

YSLVDSVGNTKTFDVEHSHVRFLGNLVLNLWDC 

GGODTFMENYFTSORDNIFRNVEVLIYVFDVESR 

\J\J\(\J A I iYXAJ/l VI r X OV^XVX^l^l IX IN.!^ V XJ Y XjI I V X JL/ V X_*OXV 

EI^KDMHYYQSCLEAILQNSPDAIOTCLVKKM 

LVQEDQRDLIFKEREED1JIRLS1VLECSCFRTSIW 

DETLY1<AWSS1YYQLIPNVQQLEMNLRNFAEIIE 

ADEVLLreRATFLVISHYQCKEQlU)AHl^KISM 

1XQFKLSCSKLAASFQSN1EVRNSNFAAFIDIFTSN 

TYVlVlWMSDPSlFSAATLmiRNARKOT 

DGPKQCLLMR 


3447 


A 


1 


2930 


VLLGPLWDKLSTADOTVWTMASKl^STTPCMIP 

VKTVVLQDASMEAQPAETLPEGPQQDLPPEASA 

ASSl^QOTSSTOGSTLANGHRSTLDGYLYSCK 

YCDI^SITOMTQFVGHMNSEHTDFNI^PTFVCSG 

CSELAKTPEGLSL1WATCHSGEASFVWNVAKPD 

KIWVVEQSIPESTSTPDLAGEPSAEGADGQAEinT 

KTPIMKJDNIKGKAEAKK^ 

KLSTGEMEVREGDHSFINGAVPVRQASASSAKN 

PHMNGPLIGTVPVLPAGIAQFLSLQQQPPVHAQ 

HHVHQPLPTAKALPKVMIPLSSIPTYSAAMDSNS 

FLlWSFHKFPYPIXAELCYLTVyTKYPEEQLHW 

ITAQl^KQGISWSPEEIEDARKKMFOT 

PTITVLNTPLVASAGNVQHLIQAALPGHWGQPE 

GTGGGLLVTQPLMANGLQATSSPLPLTVTSVPK 

QPGVAPBSITVCSNTTSAVKVVNAAQSLLTACPSI 

TSQAFLDASlYKNKKSffiQl^ALKGSFCRNQFPG 

QSEVEl^TKVTGLSTREVRKWFSDRRYHCRNLK 

GSRAMlPGDimsnmSWEVSFSPSSKVPEVTCIPT 

TATI^TrlPSAKRQSWHQTPDFTPTKYKERAPEQ 

LRALESSFAQNPLPLDEELDl^l^ETKMTRREIDS 

WSERRKKVNAEETKXAEENASQEEEEAAEDEG 

GEEDLASELRVSGENGSLEMPSSHILAERKVSPIK 

lmia^RVTEANGl^lPGLGACDPEDDESNKIA 

EQIJ>GKVSCKKTAQQRHLLRQLFVQTQWPSNQD 

YDSUVtAQTGLPRPEWRWFGDSRYALKNGQLK 

WYEDYl^Gl^PGLLVIAPGNl^LLQDYYMTHK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«AJanlne OCystelne, D»Aspartic Acid, 
E^Glutamic Add, ^Phenylalanine, fXSIyctne, BNHistidine, 
I=Isoleudne, K«Lysine, L=Leudne, M=Methlonine, 
N=>Asparagine, P^Prollne, Q=Glutamine, R«Argintne, S=Serine, 
•MThreonine, V=Vallne, W^Tryptophan, Y=ayrosine, 
X«Unknown, *«Stop codon, /^possible nudeotide deletion, 
^possible nudeotide Insertion 










MLYEEDLQNLCDKTQMSSQQVKQWFAEKMGEE 

TRAVADTGSEDQGPGTGELTAVHKGMGDTYSE 

VSENSESWEPRVPEASSEPFD\TSSPQAGRQLETD 


3448 


A 


2 


1324 " 


FVARAEKGFRTREAHLLQVAGVGTGLQNGASLS 

GLASGVMAQRAFPNPYADYNKSLAEGYFDAAG 

RLTPEFSQRLTNKIRELLQQMERGLKSADPRDGT 

GYTGWAGIAVLYLHLYDVFGDPAYLQLAHGYV 

KQSLNCLTKRSITFLCGDAGPIAVAAVLYHKMN 

NEKQAEDCITRLIHLNKIDPHAPNEMLYGRIGYIY 

ALLFVNKOTGVEKIPQSfflQQICET^ 

KRNFTAKSPLMYEWYQEYYVGAAHGLAGIYYY 

LMQPSLQVSQGKLHSLVKPSVDYVCQLKFPSGN 

YPPCIGDNRDLLVHWCHGAPGVIYMLIQAYKVF 

R/EREKYLC\DAYQCADVIWQYGLLKKGYGLCY\ 

GSAGNAYAFLTLYNLTQDMKYLYRACKFAEWC 

1£YGEHGCRTPDTPFSU^GMAGTIYFL\ADLLFP 

TKAR\FPAFEL 


3449 


A 


3 


2389 


SRHVTGAARSPSRAGPSDPPAMGDEDDDESCAV 

ELRTTEANLTGHEEKVSVENFELLKVLGTGAYGK 

VFLVRKAGGHDAGKLYAMKVLRKAALVQRAK 

TQEHTRTERSVLELVRQAPFLVTLHYAFQTDAKL 

HLILDYVSGGEMFTHLYQRQYFKEAEVRVYGGE 

IVLALEHLHKLGIIYRDLKLENVLLDSEGHIVLTD 

FGLSKEFLTEEKERTFSFCGTIEYMAPEIIRSKTGH 

GKAVDWWSLGELLFELLTGASPFTLEGERNTQAE 

VSRRILKCSPPFPPRIGPVAQDLLQRLLCKDPKKR 

LGAGPQGAQEVRNHPFFQGLDWVALAARKIPAP 

FRPQIRSELDVG\NFAEEFTRLEPVYSPPGQ\PPPG 

DPRJFQGYSFVAPSILFDHNNAVMTDGLEAPGAG 

DRPGRAAVARSAMMQDSPFFQQYELDLREPALG 

QGSFSVCRRCRQRQSGQEFAVKILSRRLEANTQR 

EVAALRLCQSHPNVVM.HEVHHDQLHTYLVLEL 

LRGGELLEHIRKKRHFSESEASQILRSLVSAVSFM 

HEEAGVVHRDLKPENILYADDTPGAPVKIIDFG/F 

SPRLRPQSPGVPMQTPSFTLQYAAPELLAQQGYD 

ESCDLWSLGVILY\MMLSGQAPFQGASGQGGQS 

QAAEIMCKIREGRFSLDGEAWQGVSEEAKELVR 

GLLTVDPAIGRLKXEGLRGSSWLQDGSARSSPPLR 

TPDVLES SGP AVRSGLNATFMAFNRGICREGFFLK 

SVENAPLAKRRKQKLRSATASRRGSPAPANPGR 

APVASKGAPRRANGPLPPS 


3450 


A 


201 


1705 


KGTEMNKSRWQSRRRHGRRSHQQNPWFRLRDS 

EDRSDSRAAQPAHDSGHGDDESPSTSSGTAGTSS 

WELPGFYFDPEKKRYFRLLPGHNNCNPLTKESIR 

QKEMESKRLRLLQEEDRRKIQARMGFNASSMLR 

KSQLGFLNVTNYCHLAHELRLSCMERICKVQIRS 

MDPSALASDRFNLI^ADTNSDRLFTVNDVTVGGS 

KYGHNLQSLKTPTLKWMHENLYFTNRKVXNSV 

CWASLNHLDSHILLCLMGLAETPGCATLLPASLF 

VNSHPAGEDRPG\MLCSFRIPGAWSCAWSLNIQA 

NNCFSTGLSRRVLLTNWTGHRQSFGTNSDVLA 

QQFALMAPLLFNGCRSGEIFAIDLRCGNQGKGW 

KATRLFHDSAVTSVRJLQDEQYLMASDMAGKIK 

LWDOITTKCVRQYEGHVNEYAYLPLHVHEEEGI 

LVAVGQDCYTRIWSLHDARLLRTEPSPYPASKAD 
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SEQH) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino add sequence (A-Alanine OCysteine, 0=»Aspartic Add, 
E^Glutamic Add, ^Phenylalanine, G^Glydne, H=Histidine, 
I=Isoleudne, K-Lysioe, L=Leudne, M^Methionine, 
N»Asparagine, P=Pro!lne, (^Glutamlne, R=»Arginine, S=-Serlne, 
T^Threonine, V«Valine, W-Tryptophan, Y-OTyrosine, 
X«Unknown, *=Stop codon, /^possible nucleotide deletion, 
\«possible nudeotide insertion 










IPSVAFSSRLGGSRGAPGLLMAVGQDLYCYSYS 


3451 


A 


19 


6033 


LLSAMLSHGAGLALW1TLSLLQTGLAEPERCNFT 
LAESKASSHSVSIQWRILGSPCNFSLIYSSDTLGA 
ALCPTFRIDNTTYGCNLQDLQAGTIYNFKIISLDE 
ERTVVLQTDPLPPARPGVSKEKTTSTGLHVWWT 
PSSGKVTSYEVQLFDENNQKIQGVQIQESTSWNE 
YTFFNLTAGSKYNIAITAVSGGKRSFSVYTNGST 
VPSPVKDIGISTKANSLLISWSHGSGNVERYRLM 
LMDKGELVHGGWDKHATSYAFHGLSPGYLYNL 
TVMTEAAGLQNYRWKLVRTAPMEVSNLKVTND 
GSLTSLKVKWQRPPGVNVDSYNITLSHKGTIKESR 
VLAPWIT\ETHFKELVPGRLY\QVTCSAVSLGELS 
AQKMUVGRTFPDKVANLEANNNGRMRSLVVS 
WSPPAGDWEQYRILLF'NDSVVLLNITVGKEETQ 
YVMDGTGLVPGRQYEVEVIVESGNLKNSERCQG 
RTWLAVLQLRVKHANETSLSIMWQTPVAEWEK 
YIISLADRDLLLIHKSLSKDAKEFTFTDLVPGRKY 
MATVTSISGDLKNSSSVKGRTVPAQVTDLHVAN 
QGMTSSLFTNWTQAQGDVEFYQVLIJHENVVIK 
NESISSETSRYSFHSLKSGSLYSWVTTVSGGISSR 
• QVVVEGRTVPSSVSGVTVNNSGRNDYLSVSWLL 
APGDVDNYEVTLSHDGKWQSLVIAKSVRECSF 
SSLTPGRLYTVTITTRSGKYENHSFSQERTVPDKV 
QGVSVSNSARSDYLRVSWVHATGDFDHYEVTIK 
NKNNHQTKSIPKSENECVFVQLVPGRLYSVTVT 
TKSGQYEANEQGNGRTIPEPVXDLTLRNRSTEDL 
HVTWSGANGDVDQYEIQLLFNDMKVFPPFHLVN 
TAIEYRFTSLTPGRQYKJLVLTISGDVQQSAFIEG 
FIVPSAVKNimSPNGATDSLTVNWTPGGGDVDS 
YTVSAFRHSQKVDSQTIPKHVFEHTFHRLEAGEQ 
YQIMIASVSGSLKNQINVVGRTVPASVQGVIADN 
AYSSYSLIVSWQKAAGVAERYDILLLTENGILLR 
NTSEPATTKQHKFEDLTPGKKYKIQILTVSGGLFS 
KEAQTEGRTWAAVTDLRITENSTRHLSFRWTAS 
EGELSWYNIFLYNPDGNLQERAQVDPLVQSFSFQ 
NLLQGRMYKMVWTHSGELSNESFIFGRTVPASV 
SHLRGSNRNTTDSLWFNWSPASGDFDFYELILYN 
PNGTKKENWKDKDLTEWRFQGLVPGRKYVLW 
WTHSGDLSNKVTAESRTAPSPPSLMSFADIANT 
SLAITWKGPPDWTDYMDFELQWLPIUDALTVFNP 
YNNRKSEGRIVYGLRPGRSYQFNVKTVSGDSWK 
TYSKPIFGSVRTKPDKIQNLHCRPQNSTAIACSWI 
PPDSDFDGYSIECRKMDTQEVEFSRKLEKEKSLL 
NIMMLWHKRYLVSIKVQSAGMTSEVVEDSTIT 
^RPPPPPPHmVNEKDVLISKSSINFTVNCSWFS 
DTNGAVKYFTVVVREADGSDELKPEQQHPLPSY 
LEYRHNASIRVYQTNYFASKCAENPNSNSKSFNI 
KLGAEMESLGGKCDPTQQKFCDGPLKPHTAYRI 
SIRAFIXJLFDEDLKEFTKPLYSDTFFSLPnTESEP 
LFGAIEGVSAGLFLIGMLVAWALLICRQKVSHG 
RERPSARLSIRRDRPLSVHLNLGQKGNRKTSCPIK 
INQFEGHFMKLQADSNYLLSKEYEELKDVGRNQ 
SCDIALLPENRGB^NRYNNILPYDATRVKLSNYDD 
DPCSDYINASYPGNNFRREYIVTQGPLPGTKDDF 
WKMVWEQNVHNIVMVTQCVEKGRVKCDHYW 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine OCystelne, D^Aspartic Add, 
£=Glntamlc Add, F=Phenylalanine, G-Glydne, H-BGstidine, 
Msoleudne, K-Lysine, LHLeudne, M«Metbionine, 
N^Asparagine, P=Proline, Q«Glutamioe, R»Arginine, S-Serine, 
T-Threonine, V-Valine, W^Tryptophan, YaTyrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
possible nudeodde insertion 










PADQDSLYYGDLILQMLSESVLPEWTIREFKICGE 

EQLDAHRLIRHFrTVnrVWPDHGWETTQSLIQFVR 

TVRDYINRSPGAGPTVVHCSAGVGRTGTFIALDR 

ILQQIJDSKDSVDIYGAVXHDLRLHRVHMVQTEC 

QYVYIJIQCVRDVLRARKLRSEQENPLFPIYENV 

NPEYHRDPVYSRH 


3452 


A 


63 


1073 


FFRSSSDNGSPIRQYE/HSTPAHQGPVMGLEGKS/ 

AKNSQLRIVLVGKTGAGKSATGNSILGRKVFHSG 

TAAK5ITKKCEKRSSSWKETELVVVDTPGIFDTE 

A rirUMJA A AVXVV^X^A^-lVlJwhJ TT X^ 1 t X I tl ,t T T V XX X X VJXX X^ X J-J 

VPNAETSKEnRCILLTSPGPHALLLWPLGRYTEE 

EHKATEKILKMFGER/^ 

LHDYLR1EAPEDIQDLMDIFGDRYCALNNKATGA 

EQEAQRAQLLGLIQRWRENKEGCYThHlMYQR 

AEEEIQKQTQAMQELHRVELEREKA1UREEYEEK 

IRKLEDK VEQEKJR10K.QMEKKLAEQE AHY A VRQ 

QRARTEVESKDG1LELIMTALQIASFILLRLFAED 


3453 


A 


2674 


514 


GPITrlJCKKAKMIODMPLRm 

DKKVDCPRLCTCEII^WFTPRSIYMEASTVIX^ 

LGIXTFPAIUjPANTQILLLQTNMAKIEYSTDFPV 

NLTGLDLSQNNLSSVThnNGKXMPQLLSVYLEEN 

KLTELPEKCLSELSNLQELY1NHNLLSTISPGAFIG 

LHNLLRLHLNSNRLQMINSKWFDALPNLEILMIG 

ENPII1UKDMNFKPLINLRSLVIAGINLTEIPDNAL 

VGLENLESISFYDN1U.IKWHVALQKVVNLKFLD 

LNKNPINIURRGDFSNIV^ 

SLAVDlUPDLRKffiATNOT^ 

ESLMLNSNALSALYHGTIESLPNLKEISIHSNPIRC 

DCVIRWMNlvlNKThnRFMEPDSLFCVDPPEFQGQ 

m^QVHFRDMMEICLPLIAPESFPSNLNVEAGSY 

VSFHCRATA\EPOPErVWITPSGOKLLPNT\LTDKF 

V Ul X IwlUk X X* \XVX V^X XJX X "T XXX UXJ VllbUUl 1. \ A. \i— 1 X X^*»-l 

YVHSEGTLDINGVTPKEGGLYTCIATNLVGADLK 

SVMIKVDGSFPQDNNGSLN1KIRDIQANSVLVSW 

KASSKILKSSVKWTAFVKTENSHAAQSARIPSDV 

KVYNLTHLNPSlETOCIDIPm 

TKGLHPDQKEYEKNNTTTLMACLGGLLGIIGVIC 

LISCLSPEMNCDGGHSYVRNYLQKPTFALGELYP 

PLINLWEAGKEKSTSLKVKAT\^GLFTNMS 


3454 


A 


1844 


244 


ERYLFATYVAPSATUDIGLQQEKKKJBIYMKIQPP 

FEDLFDTAEEYILLIXLEPWTKMVKSDQIAYKKV 

ELVEETRQLDSTYFRKLQALHKETFSKKAEDTTC 

EIGTGILSLSNVSKRTFYWDNWAEYKHFKF 

LNNKLEreHFRQFLETHSSSMDLMCWTDIEQFRR 

ITYRDRNQRKAKSIYIKNK^ 

LYQQNQVlVxHLSGGWGKILIxEQLDAPVLVEIQK 

HVQNRLENVWLPLFLASEQFAARQK1KVQMKDI 

AEELLLOKAEKKIGVWKPVESKW1SSSCKIIAFRK 

ALLNPVTSRQFQRFVALKGDLLENGLLFWQEVQ 

KYKDLCHSHCDESVIQKIOTTnNQ^ 

DIPVEQAQKIIEHRKELGPYVFREAQMTFLGVMF 

KFWPQFCEFRKJ^TDENIMSVLERRQEYNKQKX 

KLAVL/QNDEKSGKDGIKQYANTSWAIKTALLS 

DSFLGLQPYGRQPTWCYSKYIEALEQERILLKIQE 

ELEKVSCLQACNLSQILRLALQLCL 


3455 


A 


228 


3330 


APTAQAI^^SFGGADALLGAPFAPLHGGGSLHY 
ALARKGGAGGTRSAAGSSSGFHSWTRTSVSSVS 
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SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A=AIanine OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, G=G)ycine, H«HIstidine, 
I=Isoleudne, K=Lyslne, I^Leudne, M=Methlonf ne, 
N^Asparagine, P=Proline, Q^Glutamlne, R<=ArginIne, S=*Serine, 
Threonine, V«Vallne, W=Tryptopban, Y=OYrosine, 
X=Unknown, *«=Stop codon, /^possible nudeotide deletion, 
V s possib)e nudeotide insertion 










ASPSRFRGAGAASSTOSLDTLSNGPEGCMVAVA 

TSRSEKEQLQALNDKFAGYIDKVRQLEAHNRSLE 

GEAAALRQQQAGRSAMGELYEREVREMRGAVL 

RLGAARGQLRLEQEHLLEDIAHVRQRIZ)DEARQ 

REEAEAAARALARFAQEAEAARVDLQKKAQAL 

QEECGYLRRHHQEEVGELLGQIQGSGAAQAQM 

QAETRDALKCPVTSALREIRAQLEGHAVQSTLQ 

SEEWFRVRLDRI.SEAAKVNTDAMRSAQEEITEY 

RRQLQARTTELEALKSTKPSLERQRSELEDRHQA 

DIASYQEAIQQLDAELRNTKWEMAAQLREYQDL 

LNVKMALDIEIAAYRKLLEGEECRIGFGPIPFSLP 

EGLPKIPSVSTHIKVKSEEKIKVVEKSEKETVIVEE 

QTEETQVTEEVTEEEDKEAKEEEGKEEEGGEEEE 

AEGGEEETKSPPAEEAASPEKEAKSPVKEEAKSP 

AEAKSPEKEEAKSPAEVKSPEKAKSPAKEEAKSP 

PE\AKSPEKDGKQNFQAEVKSPEKAKSPAKEEAK 

SPAEAKSPEKAKSPVKEEAKSPAEAKSPVKEEAK 

SPAEVKSPEKAKSPTKEEVAKSPEKAKSPEKAKSP 

EKEEAKSPEKAKSPVKAEAKSPEKAKSPVKAEA 

KSPEKAKSPVKEEAKSPEKAKSPVKEEAKSPEKA 

KSPVKEEAKTPEKAKSPVKEEAKSPEKAKSPEKA 

VTJ TWHC QPP A TfTPA TIPPAH QPA rV&TPP'Pl?" AVCPW 

EEVKSPEKAKSPLKEDAKAPEKEIPKKEEVKSPV 

KEEEKPQEVKVKEPPKKAEEEKAPATPKTEEKK 

DSKKEEAPKKEAPKPKVEEKKEPAVEKPKESKV 

EAKKEEAEDKKKVPTPEKEAPAKVEVKEDAKPK 

EKTEVAKKEPDDAKAKEPSKPAEKKEAAPEKKD 

TKEEKAKKPEEKPKTEAKAKEDDKTLSKEPSKP 

KAEKAEKSSSTDQKDSKPPEKATEDKAAKGK 


3456 


A 


258 


1463 


YLSFIPGHASKSAPMNGHCFAENGPSQKSSLPPLL 
IPPSENLGPHEEDQVVCGFKKLTVNGVCASTPPL 
TPIKNSPSIJ'PCAPLCERGSRPLPPLPISE^ 
DCEVEFLTSSDTDFLLEDSTLSDFKYDVPG\RRSF 

I\AJ v^vJ LiS I SI I rU 1 ±J\ V 0/\J\ULtO I V ui-/^lNvJ\0 V i 

DPNPPPPQTHRRtRRSHSGPAGSFNKPAIRISNCCI 

HRASPNSDEDKPEVPPRVPIPPRPVKPDYRRWSA 

EVTSSTYSDEDRPPKVPPREPLSPSNSRTPSPKSLP 

SYLNGVMPPTQSFAPDPKYVSSKALQRQNSEGS 

ASKWCILPIIENGKKVSSTHYYLLPERPPYLDKY 

EKFFREAKKKNGGAQIQPLPADCGISSATEKPDS 

KTKMDLGGHVKRKHLSYVGTP 


3457 


A 


2 


4869 


FILSSSSSASSEHrTfflHYSFGNWWPGSFKGHRMS 

LPFYQRCHQHYDLSYRNKDVRSTVSrT^QREKKR 

SAVYTQGSTAYSSRSSAAHRRESEAFRRASASSS 

QQQASQHALSSEVSRKAASAYDYGSSHGLTDSS 

LIXDDYSSKLSPKPKRAKHSLLSGEEKENLPSDY 

MVPIFSGRQKHVSGITDTEEERIKEAAAYIAQRNL 

LASEEGITTPKOSTASKOTTASKOSTASKOSTASK 

QSTASRQSTASRQSWSKQATSALQQEETSEKKS 

RKVVIRGKAERLSLRKTLEETETYHAKLNEDHLL 

HAPEFIIKPRSHTVWEKENVKLHCSIAGWPEPRV 

TWYKNQVPINVHANPGKYIIESRYGMHTLEINAC 

Dr^TAQYRASAMNVKGELSAYASVVVKRYKG 

EFDETRFHAGASTMPLSFGVTPYGYASRFEIHFD 

DKFDVSFGREGETMSLGCRVVITPEIKHFQPEIQ 
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SEQID 
NO; 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A«Alanlne OCysteine^D^Aspartic Add, 
E=Glutarafc Add, ^Phenylalanine, (Mr/doe, H*=Hlstf dine, 
I=Isoleuclne t K=Lysine, LriLeudne, M^Methlonine, 
N-Asparagine, P-Proline, Q^Glutaraine, R-Arginine, 5-Seiine, 
T«Threonine, V«VaIIne, W»Tryptophan, Y=Tyrosine, 
X=Uaknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










WYRNGVPLSPSKWVQTLWSGERATLTFSHLNKE 

DEGLYTIRVRMGEYYEQYSAYVFVRDADAEIEG 

APAAPLDVKCLEANKDYmSWKQPAVDGGSPIL 

GYFIDKCEVGTOSWSQCNDTPVKFARFPVTGLIE 

GRSYIFRVRAVNKMGIGFPSRVSEPVAALDPAEK 

AMiCS/PPLSIlJ5WT\VIVTEEEPSEGIVPGPPTO^ 

VTEATRSYWLSWKPPGQRGHEGIMYFVEKCEA 

GTENWQRVNIELPVKSPRFALFDLAEGKSYCFR 

VRCSNSAGVGEPSEATEVTWGDKLDIPKAPGKI 

IPSRNTOTSVVVSWEESKDAKELVGYYIEANVA 

GSGKWEPCNNNPVKTHRFTCHGLVTGQSYIFRV 

RAVNAAGLSEYSQDSEAffiVKAAIAPPSPPCDITC 

LESFRDSMVLGWKQPDK1GGAEITGYYVNYREV 

EDGVPGKWREANVKAVSEEAYKISNLKENMVY 

QFQVAAMNMAGLGAPSAVSECFKCEEWTIAVP 

GPPHSLKCSEVRKDSLVLQWKPPVHSGRTPVTG 

YFVDLKEAKAKEDQWRGLNEAADCNVYLKVRG 

LKEGVSYVFRVRAINQAGVGKPSDLAGPVVAET 

RPGTKEVVVNVDDDGVISLNFECDKMTPKSEFS 

WSKDYVSTEDSPRLEVESKGNKTKMTFKDLGM 

DDLGIYSCD VTOTDGIA S S YLIDEEELKRLL ALSH 

EHKFPTVPVKSELAVEELEKGQVRFVWMQAEKLS 

GNAKVNYIFNEKGIFEGPKYKMHIDRNTGIIEMF 

MEKLQDEDEGTYTFQLQDGKATNHSTVVLVGD 

VFKKLQKEAEFQRQEWIRKQGPHFVEYLSWEVT 

GECNVLLKCKVANIKKETHWWYKDEREISVDE 

KHDFKX)GICTLLITEFSKKDAGIYEVILKDDRGK 

"mfQUT Yl VnPAITVPT TVynV/fT7Vr , l?"K'IAI QATHT TCICl 
JJJvoJvUJSX' V LJtl/W JSJiijIVJiVljC. V LsJSJVX/\JLjO/1 1 L/J-JS-Hs^ 

STAEGIQLYSFVTYYVEDLKVNWSHNGSAIRYSD 

RVKTGVTGEQIWLQINEPTPNDKGKYVMELFDG 

KTGHQKTVDLSGQAYDEAYAEFQRLKQAAIAEK 

NRARVLGGLPDVVT1QEGKALNLTCNVWGDPPP 

EVSWLKNEKALASDDHCNLKFEAGRTAYFTING 

VSTADSGKYGLWKNKYGSETSDFTVSVFIPEEE 

ARMAALESLKGGKKAK 


3458 


A 


3963 


827 


LSRSSSDNNTNTLGKNVMSTATSPLMGAQSFPNL 

TTPGTTSTVTMSTSSVTSSSNVATATTVLSVGQS 

LSNTLTTSLTSTSSESDTGQEAEYSLYDFLDSCRA 

STLLAELDDDEDLPEPDEEDDENEDDNQEDQEY 

EEVMILRRPSLQRRAGSRSDVTHHAVTSQLPQVP 

AGAGSRPIGEQEEEEYETKGGRRRTWDDDYVLK 

RQFSALXTAFDPRPGRTNVQQTTDLEIPPPGTPHS 

ELLEEVECIPSPRLALTLKVTGLGTTREVELPLTN 

FRSTIFYYVQKLLQLSCNGNVKSDKLRRIWEPTY 

TIMYREMKDSDKEKENGKMGCWSIEHVEQYLG 

TDELPKNDLITYLQKNADAAFLRHWKLTGTNKS 

IRKNRNCSQLIAAYWDLGVEHGIXVSGLNQGAIST 

LQSSDILNLTKEQPQAKAGNGQNSCGVEDVLQL 

LRILYTVASDPYSRISQEDGDEQPQFTFPPDEFTS/ 

KKITTKE,QQIEEPLALASGALPDWCEQLTSKCPF 

LIPFETRQLYFTCTAFGASFAIVWLQNRREATVE 

RTRTTSSVRRDDPGEFRVGRLKHERVKVPRGESL 

MEWAENVMQIHADRKSVLEVEFLGEEGTGLGPT 

LEFYALVAAEFQRTDLGAWLCDDNFPDDESRHV 

DLGGGLKPPGYYVQRSCGLFTAPFPQDSDELERI 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A"Alanine OCysteine, D»Aspartfc Add, 
E=Glutamic Acid, ^Phenylalanine, G«=GIydne t H=Histidlne t 
I»lsoleudne, KHLysine, L=Leudnc, M-Methionine, 
N=Asparagine, P=Prolinc, Q=Glutarolne, R»Arginine, S=Serine, 
T»Threonlne, V=VaIine, W«Tryptophan, Y«Tyrosine, 
X-Unknown, *=Stop codon, A^posdble nucleotide ddetion, 
\=posslble nucleotide insertion 










TEQJFHFLGIFI^KCIQDNRLVDIJ'ISKPFFKLMCM 

GDIKSNMSKLIYESRGDRDLHCTESQSEASTEEG 

HDSLSVGSFEEDSKSEFILDPPKPKPPAWFNGILT 

WEDFELVNPHRARFLKEIKDLAIKRRQILSNKGL 

SEDEKNTKLQELVLKNPSGSGPPLSffiDLGLNFQF 

CPSSRIYGFTAVDLKPSGEDEMITMDNAEEYVDL 

MFDFCMHTGIQKQMEAFRDGFNKVFPMEKLSSF 

SHEEVQMILCGNQSPSWAAEDIINYTEPKLGYTR 

DSPGFLRFVRVLCGMSSDERKAFLQFTTGCSTLP 

PGGLANLHPRLTVVRKVDATDASYPSVNTCVHY 

LKLPEYSSEEMRERLLAATMEKGFHLN 


3459 


A 


88 


603 


SCGPRGLASLGLGFSGRCDDQNKGRS\DGPEAQA 

EACSGERTYQELLVNQNPIAQPLASRRLTRKLYK 

CIKKAVKQKQIRRGVKEVQKFVWCGEKGIMVLA 

GDTLPmWCHLPVMCEDRNLPYVYIPSKTDLGA 

AAGSKRPTCVIMVKPHEEYQEAYDECLEEVQSL 

PLPL 


3460 


A 


139 


1997 


QVTNMSDKSELKAELERKKQRLAQIREEKKRKE 

EERKKKETDQKKEAVAPVQEESDLEKKRREAEA 

LLQSMGLTPESPIVPPPMSPSSKSVSTPSEAGSQD 

SGDGAVGSRRGPIKLGMAKITQVDFPPREIVTYT 

KETQTPVMAQPKEDEEEDDDVVAPKPPIEPEEEK 

TLKKDEENVDSKAPPHELTEEEKQQILHSEEFLSFF 

DHSTRIVERALSEQINIFFDYSGRDF/ENDKEGEIQ 

AGAKLSLNRQFF\DER\WSKASGWVSCLDWSSQ 

YPVELLVASYNNNEDAPHEPDGVALVWNMKYK 

KTTPEYVFHCQSAVMSATFAKFHPNLVVGGTYS 

GQIVLWDNRSNKRTPVQRTPLSAAAHTHPVYCV 

NWGTQNAHNLISISTDGKICSWSLDMLSHPQDS 

MELVHKQSKAV A VTSMSFPVGDVNNFVVG SEE 

GSVYTACRHGSKAGISEMFEGHQGPITGIHCHAA 

VGAYDFSHLYVTSSFDWTVKLWTTKNNKPLYSF 

EDNAGYVYDVMWSPTHPALFACVDGMGRLDL 

WNLNNDTEVPTASISVEGNPALNRVRWTHSGRE 

IAVGDSEGQIVIYDVGEQIAVPKNDEWARFGRTL 

AEINANRADAEEEAATRIPA 


3461 


A 


139 


1997 


QVTNMSDKSELKAELERKKQRLAQIREEKKRKE 

EERKKKETDQKKEAVAPVQEESDLEKKRREAEA 

LLQSMGLTPESPIWPPMSPSSKSVSTPSEAGSQD 

SGDGAVGSRRGPIKLGMAKITQVDFPPREIVTYT 

KETQTPVMAQPKEDEEEDDDWAPKPPIEPEEEK 

TLKKDEENXDSKAPPHELTEEEKQQILHSEEFLSFF 

DHSTRIVERALSEQINIFFDYSGRDF/ENDKEGEIQ 

AGAKLSLNRQFF\DER\WSKASGWVSCLDWSSQ 

YP\ELLVASYNNNEDAPHEPDGVALVWNMKYK 

KTTPEYVFHCQSAVMSATFAKFHPNLVVGGTYS 

GQIVLWDNRSNKRTPVQRTPLSAAAHTHPVYCV 

NWGTQNAHNLISISTDGKICSWSLDMLSHPQDS 

MELVHKQSKAVAVTSMSFPVGDVNNFVVGSEE 

GSVYTACRHGSKAGISEMFEGHQGPITGIHCHAA 

VGAVDFSHLYVTSSFDWTVKLWTTKNNKPLYSF 

EDNAGYVYDVMWSPTHPALFACVDGMGRLDL 

WNLNNDTEVPTASISVEGNPALNRVRWIHSGRE 

IAVGDSEGQIVIYDVGEQIAVPRNDEWARFGRTL 

AEINANRADAEEEAATRIPA 
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SEQID 
NO: 


Metfaod 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A a Ala nine CXysteine, D=*Aspartic Acid, 
E^Glutamic Acid, ^Phenylalanine, G»Glycine, KNHistidine, 
I=>Isoleuclne, K=Lysine, L=Leudne, M=Methionine, 
N^Asparagine, P=*Proline, Q=*Glutamine, R«Arglnine, S=Serine, 
TVThreonine, V=Vallne, W=Tryptopban, Y=Tyrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=posslble nucleotide insertion 


3462 


A 


2 


2643 


TAPEFSRSTHASAHASVARVLRNREIAQLKKEQR 

RQEFQIRALESQKRQQEMVLRRKTQEVSALRRL 

AKPMSERVAGRAGLKPPMLDSGAEVSASTTSSE 

AESGARSVSSIVRQWNRK1MIFLGDHPAPTVNGT 

RPARKKFQKKGASQSFSKAARLKWQSLERRUDI 

VMQRMTTVNLEADMERLIKKREELFLLQEALRR 

KRERLQAESPEEEKGLQELAEEIEVLAANIDYIND 

GITDCQAIT/QLEETKEELDSTDTSVVISSCSLAE 

ARLLLDNFLKASIDKGLQVAQKEAQIRLLEGRLR 

QTDMAGSSQNHLLLDA1JREKAEAHPELQALIYN 

VQQENGYASTDEEISEFSEGSFSQSFTMKGSTSH 

DDFKFKSEPKLSAQMKAVSAECLGPPLDISTKNI 

TKSLASLVEIKEDGVGFSVRDPYYRDRVSRTVSL 

PTRGSTFPRQSRATETSPLTRRKSYDRGQPIRSTD 

VGFTPPSSPPTRPRNDRNVFSRLTSNQSQGSALD 

KSDDSDSSL\SEVLRGnSPVGGAKGARTAPLQCV 

SMAEGHTKPILCLDATDELLFTGSKDRS CKMWN 

LVTGQEIAALKGHPNNVVSIKYCSHSGLVFSVST 

SYIKVWDIRDSAKCIRTLTSSGQVISGDACAATST 

RAITSAQGEHQINQIALSPSGTMLYAASGNAVRI 

WELSRFQPVGKLTGfflGPVMCLTVTQTASQHDL 

WTGSKDHYVKMFELGECVTGTIGPTHNFEPPH 

YDGIECLAIQGDILFSGSRDNGIKKWDLDQQELIQ 

QIPNAHKDWVCALAFIPGRPMLLSACRAGVIKV 

WNVDNFTPIGEIKGHDSPINAJCTNAKHIFTASSG 

CRVKVWNYVPGLTPCLPRRVLAIKGRATTLP 


3463 


A 


198 


3146 


SGEPRPEPGNMATCIGEKBSDFKVGNLLGKGSFA 

GVYRAESmTGLEVAIKMTOKKAMYKAGMVQR 

VQNEVKmCQLKHPSILELYNYFEDSNYVYLVLE 

MCHNGEMNRYLKNRVKPFSENEARHFMHQIITG 

MLYLHSHGILHRDLTLSNLLLTRNMNIKIADFGL 

ATQLKMPHEKHYTLCGTPNYISPEIATRSAHGLE 

SDVWSLGCMFYTLLIGRPPFDTDTVICNTLNICVV 

LADYEMPTFLSIEAKDLIHQLLRRNPADRLSLSSV 

LDHPFMSRNSSTKSKDLGTVEDSEDSGHATISTAI 

TASSSTSISGSLFDKRRLLIGQPLPNKMTVFPKNK 

SSTDFSSSGDGNSFYTQWGNQETSNSGRGRVIQD 

AEERPHSRYLRRAYSSDRSGTSNSQSQAKTYTM 

ERCHSAEMLSVSKRSGGGENEERYSPTDNNANIF 

NFFKEKTSSSSGSFERPDNNQALSNHLCPGKTPFP 

FADPTPQTETVQQWFGNLQINAHLRKTTEYDSIS 

PNRDFQGHPDLQKDTSKNAWTDTKVKKNSDAS 

DNAHSVKQQNTMKYMTALHSKPEUQQECVFGS 

DPLSEQSKTRGMEPPWGYQNRTLRSITSPLVAHR 

LKPIRQKTKKAVVSILDSEEVCVELVKEYASQEY 

VKEVLQISSDGNTTITYYPNGG\RGFPLA\DRPPSP 

T\DNISR\YSF\DNLPEKYWRKYQYASRFVQLVRS 

KSPKITYFTRYAKCILMENSPGADFEVWFYDGV 

KIHKTEDFIQVIEKTGKSYTLKSESEVNSLKEEIK 

MYMDHANEGHRICLALESHSEEERKTRSAPFFPn 

IGRKPGSTSSPKALSPPPSVDSNYPTRDRASFNRM 

VMHSAASPTQAPJLNPSMVTNEGLGLTTTASGTD 

ISSNSLKDCLPKSAQLLKSVFVKNVGWATQVLTS 

GAVWVQFNDGSQLWQAGVSSISYTSPNGQ\TTR 

\YGENEKLPDYIKQKLQCLSSILLMFSNPTPNFH 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanioe OCysteine, D=Aspartic Add, 
E=Glutamlc Add, ^Phenylalanine, G=GIyclnc, H=Histidine, 
I 8 Isoleucine, KHLysJne, J>Leudne, M«Methionine, 
N-Asparaglne, P°ProIlne, Q=Glutamine, R-Arglnine, S=Serine, 
T^Threonlne, V=Vallne, W=Tryptophao, Y-Tyroslne, 
X«Unknown, *=Stop codon, A=posslble nucleotide deletion, 
V*possIble nucleotide Insertion 


3464 


A 


14 


348 


AVRTVSGTSLGPRSHSRSPGRCHCFSAVTFSSPRL 
AASEAPDPMEEWDVPQMKKEVESLKYQLAFQR 
EMASKTffELLKWIEDGIPKDPFLNPDLMKNNPW 
V\EKGKCTIL 


3465 


A 


5537 


405 


VRKIJDRERVGAWWRGAWARHPRQEAGEHAKR 

KKGHAETPRGRRKGRAGRSAAAVGELRPARRSL 

ETSRAAAAMAKDSPSPLGASPKKPGCSSPAAAV 

LENQRRELEKLRAELEAERAGWRAERRRFAARE 

RQLREEAERERRQLADRLRSKWEAQRSRELRQL 

QEEMQREREAEIRQLLRWKEAEQRQLQQLLHRE 

RDGWRQARELQRQLAEELVNRGHCSRPGASEV 

SAAQCRCRJLQEVLAQLRWQTDGEQAARIRYLQ 

AALEVERQLFLKYILAHFRGHPALSGSPDPQAVH 

SLEEPLPQTSSGSCHAPKPACQLGSLDSLSAEVG 

VRSRSLGLVSSACSSSPDGLLSTHASSLDCFAPAC 

SRSLDSTRSLPKASKSEERPSSPDTSTPGSRRLSPP 

PSPLPPPPPPSAHRKLSNPRGGEGSESQPCEVLTPS 

PPGLGHHELIKLNWLLAKALWVLARRCYTLQEE 

NKQLRRAGCPYQADEKVKRLKVKRAELTGLAR 

RLADRARELQETNLRAVSAPIPGESCAGLELCQV 

FARQRARDLSEQASAPLAKDKQEBELRQECHLLQ 

ARVASGPCSDLHTGRGGPCTQWLNVRDLDRLQ 

RESQREVLRLQRQLMLQQGNGGAWPEAGGQSA 

TCEEVRRQMLALERELDQRRRECQELGAQAAPA 

RRRGEEAETQLQAALLKNAWLAEENGRLQAKT 

DWVRKVEAENSEVRGHLGRACQERDASGLIAEQ 

LLQQAARGQDRQQQLQRDPQKALCDLHPSWKEI 

QALQCRPGHPPEQPWETSQMPESQVKGSRRPKF 

HARAEDYAVSQPNRDIQEKREASLEESPVALGES 

ASVPQVSETVPASQPLSKKTSSQSNSSSEGSMWA 

TVPSSPTLDRDTASEVDDLEPDSVSLALEMGGSA 

APAAPKLKIFMAQY>rmPFEGPNDHPEGELPLT^ 

GDYIYIFGDMDEDGFYEGELEDGRRGLVPSNFVE 

QIPDSYIPGCLPAKSPDLGPSQLPAGQDEALEEDS 

LLSGKAQGWDRGLCQMVRVGSKTEVATEILDT 

KTEACQLGLLQSMGKQGLSRPLLGTKGVLRMAP 

MQLHLQNVTATS ANITWVY S SHRHPHWYLDD 

REHALTPAGVSCYTFQGLCPGTHYRARVEVRLP 

RDLLQVYWGTMSSTVTFDTLLAGPPYPPLDVLV 

ERHASPGVLWSWLPVTIDSAGSSNGVQVTGYA 

VYADGLKVCEVADATAGSTLLEFSQLQVPLTWQ 

KVSVRTMSLCGESLDSVPAQIPEDFFMCHRWPET 

PPFSYTCGDPSTYRVTFPVCPQKLSLAPPSAKASP 

HNPGSCGEPQAKFLEAFFEEPPRRQSPVSNLGSE 

GECPSSGAGSQAQELAEAWEGCRKDLLFQKSPQ 

NHRPPSVSDQTGEKENCYQHMGTSKSPAPGFIHL 

RTECGPRKEPCQEKAALERVLRQKQDAQGFTPP 

QLGASQQYASDFHNVLKEEQEALCLDLWGTERR 

iEERREPEPHSRQGQALGVKRGCQLHEPSSALCPA 

PSAKVIKMPRGGPQQLGTGAKrPARVFVALSDY 

NPLVMSANLKAAEEELVFQBCRQLLRVWGSQDT 

HDFYLSECNRQVGNIPGRLVAEMEVGTEQTDRR 

WRSPAQGHLPSVAHLEDFQGLTIPQGSSLVLQGN 

SKRLPLWTPKIMIAALDYDPGDGQMGGQGKGRL 

ALRAGDVVMVY\GPMDDQGFYYGELGGHRG\L 
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SEQTD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D^Aspartic Acid, 
E>=GIutamtc Acid, ^Phenylalanine, G=Glycine, EHHistidine, 
Msoieudne, K=Lyslne, LHLeucine, M»Methionine, 
N»Asparagine, P»ProIine, Q^lutamine, R=Arginine 1 S^Serine, 
T-Threonine, V=Valine, W=Tryptophan, Y-^Tyrosine, 
X«Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










VPANLRIKMSSQGH 


3466 


A 


1 


1111 


MSKPPDLLLRLLRGAPRQRVCTLFIIGFKFTFFVSI 

MIYWHVVGEPKEKGQLYNLPAEIPCPTLTPPTPP 

SHGPTPGNIFFLETSDRTNPNFLFMCSVESAARTH 

PESHVLVLMKGLPGGNASLPRHLGISLLSCFPNV 

QMX^LDLRELFRDTPl^WYAAVQGRWEPYLL 

PVLSDASRIALMWKFGGIYLDTDFIVLKNLRNLT 

N\^GTQSRYVLNGAFLAFERRHEFMALCMRDFV 

DHYNGWIWGHQGPQLLTRVFKKWCSIRSLAESR 

ACRGVTTLPPEAFYPIPWQDWKKYFEDTNPEELP 

RLLSATVAVHVWNKKSQGTRFEATSRALLAQLH 

ARYCPTTHE/DHE>TVLVKGPAGHLPNLLLMGHW 


3467 


A 


1 


2175 


MAKVILKQSKQCKNLLTCKVAQVCPVCGCLHC 

YFWWLSGLESRRPSSPLIDIKPIEFGVLSAKKEPIQ 

PSVLRRTYNPDDYFRKFEPHLYSLDSNSDDVDSL 

TDEEILSKYQLGMLHFSTQYDLLHNHLTVRVIEA * 

RDLPPPISHDGSRQDMAHSNPYVKICLLPDQKNS 

KQTGVKRKTQKPVFEERYTFEIPFLEAQRRTLLL 

TVVDFDKFSRHCVIGKVSVPLCEVDLVKGGHW 

WKAHDSQFSAPGLPADQQFFADLFSGLVLNPQL 

LGRVWFASQPASLPVGSLCIDFPRLDIVLRGEYG 

NLLEAKQQRLVEGEMLFIPARAANLPV>iNKPVM 

LLSLVFAPTWLGLSFYDSRTTSLLHPARQIQLP\SL 

QRGEGEAMLS\ALTLFSRSPLEQNIIQPLVLSLLHL 

CGSWNMPPGNSQPRGDFLYHSICTWVQDNYAQ 

PLTRESVAQFFNITPNHLSKLFAQHGTMRFIEYVR 

WVRMAKARMILQKYHLSIHEVAQRCGFPDSDYF 

CRVFRRQFGMDYVDILQIHRWDYNTPIEETLEAL 

NDWKAGKARYIGASSMHASQFAQALELQKQH 

G WAQF VSMQDHYNLIYREEEREMLPLCY QEGV 

AVIPWSPLARGRLTRPWGETTARLVSDEVGKNL 

YKESDENDAQIAERLTGVSEELGATRAQVALAW 

LLSKPGIAAPIIGTSREEQLDELLNAVDITLKPEQI 

AELETPYKPHPWGFK 


3468 


A 


147 


3209 


ALPLPLPTLYPGMSRRKQRKPQQLISDCEGPSASE 

NGDASEEDHPQVCAKCCAQFTDPTEFLAHQNAC 

STDPPVMVnGGQENPNNSSASSEPRPEGHNNPQ 

VMDTEHSNPPDSGSSVPTOPTWGPERRGEESSGH 

FLVAATGTAAGGGGGLELASPKLGATPLPPESTP 

APPPPPPPPPPPGVGSGHLNIPLILEELRVLQQRQI 

HQMQMTEQICRQVLLLGSLGQTVGAPASPSELP 

GTGTASSTKPLLPLFSPDCPVQTSKTLASSSSSSSS 

SSGAETPKQAFFHLYHPLGSQHPFSAGGVGRSHK . 

PTPAPSPALPGSTDQLIASPHLAFPSTTGLLAAQC 

LGAARGLEATASPGLLKPKNGSGELSYGEVMGP 

LEKPGGRHKCRFCAKVFGSDSALQIHLRSHTGER 

PYKCNV CGNRFTTRGNLKVHFHRHREKYPHVQ 

MNPHPVPEHLDYVTTSSGLPYGMSVPPEKAEEEA 

ATPGGGVERKPLVASTTALSATESLTLLSTSAGT 

ATAPGLPAFNKFVLMKAVEPKNKADENTPPGSE 

GSAISGVAESSTATRMQLSKLVTSLPSWALLTNH 

FKSTGSFPLPLCARALGVASPSETSKLQQLVEKID 

RQGAVAVTSAASGAPTTSAPAPSSSASSGPNQCV 

ICLRVLSCPRALRLHYGQHGGERPFKCKVCGRAF 

STRGNLRAHFVGHKASPAARAQNSCPICQKKFT 



347 



WO 01/57190 



PCTYUS01/04098 



SEQED 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=Alanine (^Cysteine, D=Aspartic Add, 
E-Glntaralc Add, ^Phenylalanine, G^Glydne, H-ffistidine, 
Msoleudne, K*»Lysine, ]>Leudne, M-Methlonine, 
N=Asparagine, P^ProIine, Q^lutamine, R=Argtoine, Serine, 
T=Ttareonine, V«Valine, W^Tryptophan, Y^rosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
V>possible nucleotide insertion 










NAVTLQQHVRMHLGGQIPNGGTALPEGGGAAQ 

ENGSEQSTVSGAGSFPQQQSQQPSFEEELSEEEEE 

EDEEEEEDVTDEDSLAGRGSESGGEKAISVRGDS 

EEASGAEEEVGTVAAAATAGKEMDSNEKTTQQS 

SLPPPPPPDSLDQPQPMEQGSSGVLGGKEEGGKP 

ERSSSPASALTPEGEATSVTLVEELSLQEAMRKEP 

GESSSRKACEVCGQAFPSQAAL\EEH\QKTHPKEG 

PXJATCWCRQGFLERATLKKHNILIAHHQVQPFA 

PHGPQNIAALSLVPGCSPSITSTGLSPFPRKPDPTI 

P 


3469 


A 


3 


5664 


NLRPLSFALFLGDPNMANLEESFPRGGTRKIHKP 

EKAFQQSVEQDNLFDISTEEGSTKRKKSQKGPAK 

TKKLKffiKRESSKSAREKFEILSVESLCEGMRILG - 

CVKJEVNELELVISLPNGLQGFVQVTOICDAYTKK 

LNEQVTQEQPLKDLLHLPELFSPGMLVRCWSSL 

GriT)RGKKSVKI^LNPK>TVNRVLSAEALKPGML 

LTGTVSSLEDHGYLVDIGVDGTRAFLPLLKAQEY 

IRQKNKGAKLKVGQYLNCIVEKVKGNGGWSLS 

VGHSEVSTAIATEQQSWNLNNLLPGLWKAQVQ 

KVTPFGLTLNFLTFFIXjVVDFMHLDPKKAGTYFS 

NQAVRAdLCVHPRTRWHLSLRPIFLQPGRPLTR 

LSCQNLGAVLDDVPVQGFFKKAGATFRLKDGVL 

AYARLSHLSDSKNVFNPEAFKPGNTHKCRIIDYS 

QMDELALLSLRTSIIEAQYLRYHDIEPGAVVKGT 

VLTIKSYGMLVKVGEQMRGLVPPMHLADILMK 

NPEKKYHIGDEVKCRVLLCDPEAKKLMMTLKKT 

LDESKLPVITCYADABCPGLQTHGFIIRVKDYGCIV 

KFYNNVQGLVPKHELSTEYBPDPERVFYTGQVV 

KVWLNCEPSKERMLLSFKLSSDPEPKKEPAGHS 

QKKGKAINIGQLVDVKVLEKTKDGLEVAVLPHN 

IRAFLPTSHLSDHVANGPLLHHWLQAGDILHRVL 

CLSQSEGRVLLCRKPALVSTVEGGQDPKNFSEIH 

PGMLLIGFVKSIKDYGVFIQLPSGLSGLAPBCAIMS 

DKFVTSTSDHFVEGQTVAAKVTNVDEEKQRMLL 

SLRLSDCGLGDLAITSLLLLNQCLEELQGVRSLM 

SNRDSVLIQTLAEMTPGMFLDLVVQEVLEDGSV 

VFSGGPVPDLVLKASRYHRAGQEVESGQKKKW 

ILNVDIJLKLEVHVSLHQ\DLV\NRKARKLRKGSE 

HQAIV QHLEKSFAIASL VETGHLAAFSLTSHLND 

TrTlFDSEKLQVGQGVSLTLKTTEPGVTGLLLAVE 

GPAAKRTMRPTQKDSETVDEDEEVDPALTVGTI 

KKHTLSIGDMVTGTVKSIKPTHVVVTLEDGIIGCI 

HASHILDDVPEGTSFITKLKVGKTVTARVIGGRD 

MKTFKYLPISHPRFVRTIPELSVRPSELEDGHTAL 

NTHSVSPMEKIKQYQAGQTVTCFLKKYNVVKK 

WLEVEIAPDIRGRIPLLLTSLSFKVLKHPDKKFRV 

GQALRATWGPDSSKTFLCLSLTGPHKLEEGEVA 

MGRVVKVTPNEGLTVSFPFGKIGTVSIFHMSDSY 

SETPLEDFVPQKWRCYILSTADNVLTLSLRSSRT 

NPETKSKVEDPEINSIQDIKEGQLLRGYVGSIQPH 

GVFFRLGPSWGLARYSHVSQHSPSKKALYNKH 

LPEGKLLTARVLRLNHQKNLVELSFLPGDTGKPD 

VLSASLEGQLTKQEERKTEAEERDQKGEKKNQK 

RNEKKNQKGQEBVEMPSKEKQQPQKPQAQKRG 

GRECRESGSEQERVSKKPKKAGLSEEDDSLVDV 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nncJeotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCystdne, D*»Aspartic Add, 
E*=Glutaralc Add, ^Phenylalanine, OGlycine, H=HlsHdlne» 
I=Isoleudne, K«Lyslne, L=Leudne, M«Methjonine, 
N-Asparagine, P«ProUne, Q^Glutamlne, R=Arginine l S-Serine, 
"^Threonine, V«Vallne, W=Tryptophan, Y^Tyrosine, 
X=Unknown, *=Stop codon, /^possible nudeotide ddetion, 
V^possible nudeotide insertion 










YYREGKEEAEETNVLPKEKQTKPAEAPRLQLSSG 

FAWNVGLDSLTPALPPLAESSDSEEDEKPHQATI 

KKSKKERELEKQKAEKELSRTEEALMDPGRQPE 

SADDFDRLVLSSPNSSILWLQYMAFHLQATEIEK 

ARAVAERALKTISFREEQEKLNVWVAJJLNLENM 

YGSQESLTKVFERAVQYNEPLKVFLHLADIYAKS 

EKFQEAGELYNRMLKRFRQEKAVWIKYGAFLLR 

RSQ AAA SHRVLQRALECLPSKEHVD VIAKF AQL 

EFQLGDAERAKAIFENTLSTYPKRTDVWSVYID 

MTIKHGSQKDVRDIFERVIHLS1APKRMKFFTXR 

YLDYEKQHGTEKDVQAVKAKALEYVEAKSSVL 

ED 


3470 


A 


2334 


1226 

* 


TAAAPVAPGTMDDATVLRKKGYIVGINLGKGSy 

AKVKSAYSERXJCFNVAVKIIARKKTPTDFVERFL 

PREMDIIATV>n3GSIIKTYEIFETSDGRIYIIMELG 

VQGDLLEFIKCQGALHEDVARKMFRQLSSAVKY 

CHDLDIVHRDLKCENLLLDKDFNIKLSDFGFSKR 

CLRDSNGRIILSKTFCGSAAYAAPEVLQSIPYQPK 

VYDIWSLGVILYIMVCGSMPYDDSDIRKMLRIQK 

EHRVDFPRSKNLTCECKDLIYRMLQ\PDVS\KRLH 

IDEILSHSWLQPPKPK\ATSSASFKREGEGKYRAE 

CKLDTKTGLRPDHRPDHKLGAKTQHRLLVVPEN 

ENRMEDRLAETSRAKDHHISGAEVGKAST 


3471 


A 


537 


148 


TERGAPQHPTLPLPSLTPSSVHTGQPKTTPSVILFL 
PSCEEPQANKATLVCI^INN/FYPGIIMVT'WKAD 
GTLITQSVEKTTPSKQSNNKYVASSYLSLTPEQW 
RSRRSYSCQVMQEGSTVEKSVAPAECS 


3472 


A 


1 


2272 


DKPTRHKTYLSSSWAKMAAAEGPVGDGELWQT 

WLPNHWFLRLREGLKNQSPTEAEKPASSSLPSS 

PPPQLLTRNVVFGLGGELFLWDGEDSSFLVVRLR 

GPSGGGEEPALSQYQRLLQNPPLFEIYQVLLSPT 

QHHVALIGIKGLMVLELPICRWGBCNSEFEGGKST 

WCSTTPVAERFFTSSTSLTLKHAAWYPSEILbPH 

VVLLTSDNVIRIYSLREPQTPTNVIILSEAEEESLV 

LNKGRAYTASLGETAVAFDFGPLAAVPKTLFGQ 

NGBCDEWAYPLYILYENGETFLTYISLLHSPGN/I 

WKAVGSIAHASVAAEDNYGYDACAVLCLPCVPN 

ILVIATESGMLYHCWLEGEEEDDHTSEKSWDSR 

IDLIPSLYVFECVELELALKLASGEDDPFDSDFSC 

PVKLHRDPKCPSRYHCTrffiAGVHSVGLTWIHKL 

HKFLGSDEEDKDSLQELSTEQKCFVEHILCTKPLP 

CRQPAPIRGFWIWDILGPTMICrrSTYECLIWPLL 

STVHPASPPLLCTREDVEVAESPLRVLAETPDSFE 

KHIRSILQRSVANPAFLKASEKDIAPPPEECLQLLS 

RATQVFREQYIIXQDljyCEEIQRRVKIXCDQKK 

KQLEDLSYCREERKSLREMAERLADKYEEAKEK 

QEDIMNRMKKLLHSFHSELPVLSDSERDMKKEL 

QL1PDQLRHLGNAIKQVTMKKDYQQQKMEKVL 

SLPKPTIELSAYQRKCIQSILKEEGEHIREMVKQIN 

DIRNHVNF 


3473 


A 


1 


2272 


DKPTRHKTYLSSSWAKMAAAEGPVGDGELWQT 

WLPNHVVFLRLREGLKNQSPTEAEKPASSSLPSS 

PPPQLLTRNWFGLGGELFLWDGEDSSFLWRLR 

GPSGGGEEPALSQYQRLLCINPPLFEIYQVLLSPT 

QHHVALIGDCGLMVLELPKRWGKNSEFEGGKST 
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SEQID 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
seqnenee 


Amino acid sequence (A«Alanine OCystetae, D~Aspartic Add, 
E^GIotamic Add, F-Phenylaianine, G=Glydne, H=Histidine, 
I-Isoleudne, K^Lyslne, L=Leudne, M«Metfalonine, 
N«Asparagine, P=Proline, Q»Glutaminc, R«Arginine, S=Sertnt, 
Threonine, V«Valine, W«Tryptophan, Y=Oyrosine, 
X=Unknown, *=Stop codon, A=possible nucleotide deletion, 
V-posslble nudeotide insertion 










VNCSTTPVAERFFTSSTSLTLKHAAWYPSEILDPH 

VVLLTSDNVIRIYSLREPQTPTNVIILSEAEEESLV 

LNKGRAYTASLGETAVAFDFGPLAAVPKTLFGQ 

NGKDEWAYPLYILYENGETFLTYISLLHSPGN/I 

WKAVGSIAHAS\AAEDNYGYDACAVLCLPCVPN 

ILVIATESGMLYHCWLEGEEEDDHTSEKSWDSR 

IDIJPSLYVFECVELELALKLASGEDDPFDSDFSC 

PVKLHRDPKCPSRYHCTHEAGVHSVGLTWIHKL 

HKPLGSDEEDKDSLQELSTEQKCFVEHILCTKPLP 

CRQPAPIRGFWIWDILGPTMICITSTYECLIWPLL 

STVHPASPPLLCTREDVEVAESPLRVLAETPDSFE 

KHIRSILQRSVANPAFLKASEKDIAPPPEECLQLLS 

RATQVFREQYILKQDLAKEEIQRRVKLLCDQKK 

KQLEDLSYCREERKSLREMAERLADKYEEAKEK 

QEDMhniMKKXLHSFHSELPVLSDSERDMKKEL 

QUPDQLRHLGNAIKQVTMKKDYQQQKMEKVL 

SLPKPHILSAYQRKCIQSILKEEGEHIREMVKQIN 

DIRNHVNF 


3474 


A 


4344 


2550 


DRRREPERHVRVKQRTSVLNMLRRLDKIRFRGH 

KRDDFLDLAESPNASDTECSDEIPLKVPRTSPRDS 

EELRDPAGPGTLIMATGVQDFNRTEFDRLNEIKG 

HLEIALLEKHFLQEELRKLREETNAEMLRQELDR 

ERQRRMELEQKVQEVLKARTEEQMAQQPPKGQ 

AQASNGAERRSQGLSSRLQKWFYERFGEYVEDF 

RFQPEENTVETEEPLSARRLTENMRRLKRGAKPV 

TNFVKNLSALSDWYSVYTSAIAFITYMNAVWH 

GWAIPLFLFLAILRLSLNYLIARGWRIQWSIVPEV 

SEPVEPPKEDLTVSEKFQLVLDVAQKAQNLFGK 

MADILEKIKhn^FMWVQPEITQKLYVALWAAFLA 

SCFFPYRLVGLAVGLYAGEKFFLIDFIFKRCPRLR 

AKYDTPYIIWRSLPTDPQLKERSSAAVSRRLQTTS 

SRSYVPSAPAGLGKEEDAGRFHSTKKGNFHEIFN 

LTENERPLAVCENGWRCCLINRDRKMPTDYIRN 

GVLYVT\ENYLCFESSKSGSSKRNKVIKLVDITDI 

QKYKVLSVLPGSGMGIAVSTPSTQKPLVFGAMV 

HRDEAFETILSQYIKITSAAASGGDS 


3475 


A 


2 


1126 


TAARRRQKGAAAAAETHGQAKAKSGWLKPYYF 

ffiLMESRXDITNQEELWKMKPRJWLEEDDYLHK 

DTGETSMLKRPVLLHLHQTAHADEFDCPSELQH 

TQELFPQWHLPIKIAAIIASLTFLYTLUIEVIHPLA 

TSHQQYFYKPILVINKVLPMVSITLLALVYLPGV 

IAAIVQLHNGTKYKKFPHWLDKWMLTRKQFGL 

LSFFFAVLHAIYSLSYPMRRSYRYKLLNWAYQQ 

VQQNKEDAL\ffiHDVWRMEIYVSLGIVGLAILAL 

LAVTSIPSVSDSLTWREFHYIQSKLGIVSLLLGTIH 

ALIFAWNKWmiKQFVWYTPPTFNIIAWLPIVVLI 

FKSILFLPCLRKKILKIRHGWEDVTKINKTEICSQL 


3476 


A 


143 


3191 


AKAPPTGESSEPEAKVIJBTKRLYRAVVEAVHRL 

DLILCNKTAYQEVHCPEMSLRMXRELCVKLMF 

LHPVDYGRKAEELLWRKVYYEVIQLIKTNKKHI 

HSRSTLECAYRTHLVAGIGFYQHLLLYIQSHYQL 

ELQCCDDWTHVTDPLIGCKKPVSASGKEMDWAQ 

MACHRCLVYLGDLSRYQNELAGVDTELLAERFY 

YQALSVAPQIGMPFNQLGTLAGSKYYNVEAMY 

CYLRCIQSEVSFEGAYGNLKRLYDKAAKMYHQL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCystelne, D=Aspartlc Acid, 
E=Glutaraic Add, ^Phenylalanine, &=G)ydne, H»Histidine, 
I~Isoleudne, K»Lysine, L»LeucJne, M«Metbionine, 
N^Asparagine, P«Proline, Q=G]utamtne, R-Arginine, S^Serine, 
IMThreonine, V=Valine, W»Tryptophan, Y-^Tyrostne, 
X-Unknown, *«Stop codon, possible nudeotide deletion, 
V=possibIe nudeotide insertion 










KKCETRKI^SPGKKRCKDIKRIXVNFMYLQSLLQ 

PKSSSVDSELTSLCQSVLEDFNLCLFYLPSSPNLS 

LASEDEEEYESGYAFLPDLLIFQMVIICLMCVHSL 

ERAGSKQYSAAIAFTLALFSHLVNHVNIRLQAEL 

EEGENPVPAFQSDGTDEPESKEPVEKEEEPDPEPP 

PVTPQVGEGRKSRKFSRLSCLRRRRHPPKVGDDS 

DLSEGFESDSSHDSARASEGSDSGSDKSLEGGGT 

AFDAETDSEMNSQESRSDLEDMEEEEGTRSPTLE 

PPRGRSEAPDSLNGPLGPSEASIASNLQAMSTQM 

FQTK^CFiajy>TFSNLLLQPTTNPHTSASHRPCV 

NGDVDKPSEPASEEGSESEGSESSGRSCRNERSIQ 

EKLQVLMAEGLLPAVKVFLDWLRTNPDLIIVCA 

QSSQSLWNRLSVLLNLLPAAGELQESGLALCPEV 

QDLLEGCELPDLPSSLLLPEDMALRNLPPLRAAH 

RRFNFDTDRPLLSTLEESVVRICCIRSFGHFTART.O 

GSILQF1WEVGIFVSIAQSEQESLLQQAQAQFRMA 

QEEARRNRLMRDMAQLRLQLEVSQLEGSLQQPK 

AQSAMSPYLWDTQALCIfflLPVIRQLATSGRFIVI 

IPRTVEDGLDLLKKEHPGARDGIRYLEAEFKKGN 

RY1RCQKJEVGKSFERHKLKRQDADAWTLYKILD 

SCKQLTVLAQGAGEEDPSGMVTIITGLPLDNPSVL 

SGPMQAALQAAAl^SVDIKNVLDFYKQWKEIG 


3477 


A 


1 


3902 


MTEPRERRGYSVPPRPEVGTQATEWRVEESNFN 

KIFLKKDAELGRSNHLPTWDKPEDASWLPQSCL 

GGDAVATTGEIHEEKAWKTRALEVGQPAQRDIR 

RGELWGKEHGADQAIQETLEDLSSLERTLWSES 

SPLGGDCQEVTTLTVKYQVSEEVPSGTVIGKLSQ 

ELGREERRRQAGAAFQVLQLPQALPIQVDSEEGL 

LSTGRRLDREQLCRQWDPCLVSFDVLATGDLALI 

HVEIQVLD1NDHQPRFPKGEQELEISESASLRTRIP 

LDRA1JDPDTGPOTLHTYTLSPSEHFALDV1VGP 

ETKHAELIVVKELDREfflSFFDLVLTAYDNGNPP 

KSGTSLVKVNVLDSNDNSPAFAESSLALEIQEDA 

APGTLLIKLTATDPDQGPNGEVEFFLSKHMPPE\V 

LDTFSIDAKTGQVILRRPLDYEKNPAYEVDVQAR 

DLGPWlTAHCKVLlXVI,DVhroNIPSlHVTWASQP 

SLVSEALPKDSFIALVMADDLDSGNNGLVHCWL 

SQELGHITU,KRTNGNTYMLLTNATLDREQWPK 

YTLTLLAQDQGLQPLSAKKQLSIQISDINDNAPVF 

EKSRYEVSTRENNLPSLHLITI1CAHDADLGINGK 

VSYRIQDSPVAHLVAE5SNTGEVTAQRSLNYEEM 

AGFEFQVIAEDSGQPMLASSVSVWVSLLDANDN 

APEVVQPVLSDGKASLSVLVNASTGHLLVPIETP 

NGLGPAGTDTPPLATHSSRPFLLTTIVARDADSG 

ANGEPLYSIRSGNEAHLFILNPHTGQIJWVrrNA 

SSLIGSEWELEIVVEDQGSPPLQTRALLRVMFVTS 

VDHLRDSARKPGALSMSMLTVICLAVLLGIFGLI 

LALFMSICRTEKKDNRAYNCREAESTYRQQPKR 

PQKfflQKADIHLVPVLRGQAGEPCEVGQSEKDV 

DKEAMMEAGWDPCLQAPFHLTPTLYRTLRNQG 

NQGAPAESREVLQDTVNLLFNOTRQRNASRENL 

NLPEPQPATGQPRSRPLKVAGSPTGRLAGDQGSE 

EAPQRPPASSATLRRQRHLNGKVSPEBCESGPRQI 

LRSLVRLSVAAFAERNPVEELTVDSPPVQQISQLL 

SIXHQGQFQPK^NHRGNKYLAKPGGSRSAIPDTD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
. acid residue of 
peptide 
sequence 


Amino add sequence (A^AIanJne OCysteine, D=>Aspartic Add, 
E«=Glutamic Add, ^Phenylalanine, OGlydne, H=HIstidine, 
I=Iso!endne, KHLyslne, LHLeudae, M"Methionlne, 
N=Asparagine, P-Proline, Q-GIutamine, R«Arginine, S«Ser]ne, 
T^Threonine, V^Valine, W=Tryptophan, Y^Tyrosine, 
X«=Unknown, *=Stop codon, ^possible nudeotide deletion, 
\=posslble nudeotide insertion 










GPSARAGGQTDPEQEEGPLDPEEDLSVKQLLEEE 

LSSLLDPSTGLALDKLSAPDPAWMARLSLPLTTN 

YRDNVISPDAAATEEPRTFQTFGKAEAPELSPTG 

TRLASTFVSEMSSLLEMLLEQRSSMPVEAASEAL 

RRLSVCGRTLSLDLATSAASGMKVQGDPGGKTG 

TEGKSRGSSSSSRCL 


3478 


A 


13 

i 


1620 


TLPPPGNSGCHRLCFPEFEFLQVTKMEFSGRKWR 
KLRLAGDQRNASYPHCLQFYLQPPSENISLIEFEN 
LAIDRVKLLKSVENLGVSYVKGTEQYQSKLESEL 
RKLKFSYRENLEDEYEPRRRDHISrlFILRLAYCQS 
EELRRWFIQQEMDLLRFRFSILPKDKIQDFLKDSQ 
LQFEAISDEEKTLREQEIVASSPSLSGLKLGFESIY 
KIPFADALDLFRGRKVYLEDGFAYVPLKDIVAIIL 
NEFRAKLSKALALTARSLPAVQSDERLQPLLNHL 

QiiQvrrcrvnvQT^/TKTvrivTCT "nrvmT t CTVCTypDO 
oxlo I 1 vjl^JJ iol V^VjXN V (jJSJ.oljJJ^JJJL>LrO 1 ivor rrL 

MRQLHKALRENHHLRHGGRMQYGLFLKGIGLT 

LEQALQFWKQEFIKGKMDPDKFDKGYSYNIRHS 

FGKEGKRTDYTPFSCLKIILSNPPSQGDYHGCPFR 

HSDPELLKQKLQSYKISPGGISQILDLVKGTHYQ 

WACQKYFEMIHTVDDCGFS\LSHPNQYFCESQRI 

t wnfr'K'nnnf fptopftpopi^p*? \znv Tien a ^ a t a 

SLNSSLEMDMEGLED YFSED S 


3479 


A 


698 


138 


RPELELWRLRSRSWRPLGVPRRCHRRNWKEPVR 

AQPLSVTVWAPRCQRP/QPPAPEPSSPNAAVPEAI 

PTPRAAASAALELPLGPAPVSVAPQAEAEARSTP 

GPAGSRLGPETFRQRFRQFRYQDAAGPREAFRQL 

REL/SPRQWLRPDI\RTKEQ\IVEMLVQEQLLAILP 

EAARARRIRRRTDVRITG 


3480 


A 


117 


2226 


RRGSRSRGPFAEPAAPGGLCSSSEEKTEEGGMAV 

GLCKAMSQGLVTFRDVALDFSQEEWEWLKPSQ 

KDLYRDVMLENYRNLVWLGLSISKPNMISLLEQ 

GKEPWMVERKMSQGHCADWESWWE1E 

WF3DEDEISQEMVMERLASHGLECSSFREAWKY 

KGEFELHQGNAERHFMQVTAVKEISTGKRDNEF 

SN/IWEKHTPEISIFNTTES\PTIQQVHKFDIYDKLF 

PQNSVIIEYKRLHAEKESLIGNECEEFNQSTYLSK 

DIGIPPGEKPYESHDFSKLLSFHSLFTQHQTTHFG 

KLPHGYDECGDAFSCYSFFTQPQRIHSGEKPYAC 

NDCGKAFSHDFFLSEHQRTHIGEKPYECKECNKA 

FRQSAHLAQHQRIHTGEKPFACNECGKAFSRYAF 

LVEHQRIHTGEKPYECKECNKAFRQSAHLNQHQ 

TJTHTfrPirPVFOJnPfT'K'AF^PPTAT TT WnPirTTfrP 

KPFKCSECGKTFGYRSHLNQHQRIHTGEKPYECI 

KCGKFFRTDSQLNRHHRIHTGERPFECSKCGKAF 

SDALVLIHHKRSHAGEKPYECNKCGKAFSCGSY 

LNQHQRIHTGEKPYECSECGKAFHQILSLRLHQRI 

HAGEKPYKCNESQRVRRSELAVSRGLTTKPADT 

GPDSTLNAAKVAEPARAGTEAALRPALSVAESA 

TSLGPLHQGRRFPEAPAAHPGGTGFTVCAS 


3481 


A 


2 


1522 


ASRHGMTPGALLMLLGALGPPLAPGVRGSEAEG 
RLREKLFSGYDS SVRPAREVGDRVRVS VGLILAQ 
LISUJEKDEEMSTKVYLDLEWTDYRLSWDPAEH 
DGIDSLRITAESVWLPDWLLNNNDGNFDVALDI 
SVWSSDGSVRWQPPGIYRSSCSIQVTYFPFDWQ 
NCTMVFSSYSYDSSEVSLQTGLGPDGQGHQEIHI 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A°AIanine OCysteine, D=Aspartlc Add, 
E^Glntamic Add, ^Phenylalanine, G*=Glydne, H«Hbtidine, 
I«Isoleudne, K«Lysine, LHLeucine, M-Methionlne, 
N»Asparagine, P^Prolinc, Q^Glutamlne, R=Arginine, S=Serine, 
T^Threonine, V-Valine, W«Tryptophan, Y^Tyrosine, 
X»Unknowo, *«=Stop codon, ^possible nucleotide deletion, 
Vsposslble nudeotlde insertion 










HEGTFIENGQWENIHKPSRLIQPPGDPRGGREGQ 

RQEVIFYLTTRRKPT FYT -VNVTAPCIT Ml ,1 rATFVFY 

LPPDAGEKMGLSIFALLTLTVFLLLLADKVPETSL 

SWEIKYLMFTM^VTFSVILSVWLNLHHRSPH 

THQMPLWVRQIFIHKLPLYLRLKRPKPERDLMPE 

PPHCSSPGSGWGRGTOEYFIRKPPSDFLFPKPNRF 

QPELSAPDLRRFEDGPNRAVALLPELREWSSISYI 

ARQLQEQEDHDALKEDWQFVAMVVDRLFLWTF 

HFTSVGTLWIFLDATYHLPPPDPFP 


3482 


A 


1273 


172 


ERWDSGGADAEWYALADWTAVWLPRSDFYTR 

LQTGEGHVPALRLPAGMPPDSPRELVPKQAPCSP 

SDPALPWTLGHGNQPPAWPEPQGPMGPAGVAA 

RPGRPFGVYLLYCLNPRYRVR\VYVGFTVNTARR 

VOOHNGGRKKGGA\GRTSGRGPWEMVLVVHGF 

PSSVAALRFEWAWQHPHASRRLAHVGPRLRGET 

AFAFHLRVLAHMUIAPPWARLPLTUIWVRPDLR 

QDLCLPPPPHVLLAFGPPPAQVPRPQRRRAGPFD 

DAEPEPDQGDPGACCSLCAQUQDEEGPLCCPHP 

GCLLRAHVICLAEEFLQEEPGQLLPLEGQCPCCE 

KSLLWGDLIWLCQMDTEKEVEDSELEEAHWTD 

LLET 


3483 


A 


230 


3686 


WRPWPCIDTSWNLQVAARTLRVSSAQCGLVPT 

MARVESPVPAARASLTGSCVLGQAMPLRGGAGP 

SPASHGPTHGPSDPRTCLPGRGAGGMRPHGRGA 

LGCCGLCSFYTCHGAAGDEIMHQDIVPLCAADIQ 

DQLKKRFAYLSGGRGQDGSPVITFPDYPAFSEIPD 

KEFQNVMTYLTSIPSLQDAGIGFILVIDRRRDKW 

TSVKASVLRIAASFPANLQLVLVLRPTGFFQRTLS 

DIAFKFMUDDFKMKWVIMLSSVPDLHGYrDKSQ 

LTEDLGGTLDYCHSRWLCQRTAIESFALMVKQT 

AQMLQSFGTELAETELPNDVQST\SSVLCAHTEK 

KDKAKEDLRLALKEGHSVLESLRELQAEGSEPSV 

NQDQLDNQATVQRLLAQLNETEAAFDEFWAKH 

QQKLEQCLQLRHFEQGFREVKAILDAASQKIATF 

TDIGNSLAHVEHIXRDIANFQEKSGVFVERARA 

LSLTASSFIGNKHYAVDSIRPKCQELRHLCDQFSA 

EIARRRGLLSKSLELHRRLETSMKWCDEGIYLLA 

SQPVDKCQSQDGAEAALQEIEKFLETGAENKIQE 

LNAIYKEYESILNQDLMEHVRKVFQKQASMEEV 

FHRRQASLKKLAARQTRPVQPVAPRPEALAKSP 

CPSPGIRRGSENSSSEGGALRRGPYRRAKSEMSES 

RQGRGSAGEEEESLAILRRHVMSELLDTERAYVE 

ELLCVLEGYAAEMDNPLMAHLLSTGLHNKKDV 

LFGNMEEIYHFHNRIFLRELENYTDCPELVGRCF 

LERMEDFQIYEKYCQNKPRSESLWRQCSDCPFFQ 

ECQRKIJDHKLSLDSYLIJKPVQRITKYQLLLKEM 

LKYSRNCEGAEDLQEALSSILGILKAVNDSMHLI 

AITGYDGNLGDLGKLLMQGSFSVWTDHKRGHT 

KWELARFKPMQRHLFLHEKAVLFCKKREENGE 

GYEKAPSYSYKQSLNMAAVGITENVKGDAKKFE 

IWYNAREEVYIV Q APTPEIKAAWVNEIRKVLTSQ 

LQACREASQHRALEQSQSLPLPAPTSTSPSRGNSR 

NIKKLEERKTDPLSLEGYVSSAPLTKPPEKGKGW 

SKTSHSLEAPEDDGGWSSAEEQINSSDAEEDGGL 

GPKKLVPGKYTWADHEKGGPDALRVRSGDVV 



353 



WO 01/57190 



PCT/US01/04098 



SEQID 
NO: 


Method 


Predicted . 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence <A«Alanine OCysteine, D=Aspartic Acid, 
E=Gluta mic Acid, ^Phenylalanine, G*=Glydne, H^Histidine, 
I=Isoleucine, K°Lysine, L^Lencine, [^Methionine, 
N-Asparagine, P=Proline, Q=Glutamine, R-Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y»T>rosine, 
X«Unknown, *^Stop codon, /"possible nucleotide deletion, . 
V=posslble nucleotide insertion 










ELVQEGDEGLW 


3484 


A 


208 


6103 


VTMAQQAADKYLYVDKNFINNPLAQADWAAK 

KLVWVPSDKSGFEPASLKEEVGEEAIVELVENGK 

KN^VNKDDIQKMNPPKFSKVEDMAELTCLNEAS 

VLHNLKERYYSGLIYTYSGLFCrVVINPYKl^ 

EEIVEMYKGKKRHEMPPHTYAITDTAYRSMMQD 

REDQSILCTGESGAGKTENTKKVIQYLAYVASSH 

KSKKDQGELERQLLQANPBLEAFGNAKTVKNDN 

SSRFGKFIRINFDVNGYIVGANIETYLLEKSRAIRQ 

AKJSERTFHIFYYLLSGAGEHLKTDLLLEPYNKYR 

FLSNGHVTPGQQDKDMFQETMEAMRIMGIPEEE 

QMGLLRVISGVLQLGNIVFKKERNTDQASMPDN 

TAAQKVSHLLGENVTDFTRGILTPRIKVGRDYVQ 

KAQTKEQADFAIEALAKATYERMFRWLVLRINK 

ALDKTKRQGASFIGILDIAGFEIFDLNSFEQLCINY 

TNEKLQQLFNHTMFE.EQEEYQREGIEWNFIDFG 

LDLQPCIDLIEkPAGPPGILALLDEECWFPKATDK 

SFVEKVMQEQGTHPKFQKPKQLKDKADFCIIHY 

AGKVDYKADEWLMKNMDPLNDNIATLLHQSSD 

KFVSELWKDVDRIIGLDQVAGMSETALPGAFKT 

RKGMFRWGQLYKEQLAKLMATLRNTNPNFVR 

CIIPNHEKKAGKLDPHLVLDQLRCNGVLEGIRICR 

QGFPNRWFQEFRQRYEILTPNSPKGFMDGKQA 

CVLMIKALELDSNLYRIGQSKVFFRAGVLAHLEE 

ERDLKITDVnGFQACCRGYLARKAFAKRQQQLT 

AMKVLQRNCAAYLKLRNWQWWRLFTKVKPLL 

QVSRQEEEMMAKEEELVKVREKQLAAENRLTE 

METLQSQLMAEKLQLQEQLQAETELCAEAEELR 

ARLTAK\KQ\ELEEICHDLEARVEEEEERCQHLQA 

EKKKMQQNIQELEEQLEEEESARQKLQLEKVTT 

EAKLKKLEEEQIILEDQNCKLAKEKKLLEDRIAEF 

TT^TEEEEKSKSLAKLKNKHEAMITDLEERLRR 

EEKQRQELEKTRRKLEGDSTDLSDQIAELQAQMA 

ELKMQLAKKEEELQAALARVEEEAAQKNMALK 

KIRELESQISELQEDLKCER\ASKNKAEKQKRDLG 

EELEALKTELEDILDSTAAQQELRSKREQEVNIL 

KKTLEEEAKTHEAQIQEMRQKHSQAVEELAEQL 

EQTKRVKANLEKAKQTLENERGELANEVKVLLQ 

GKGDSEHKRKKVEAQLQELQVKFNEGERVRTEL 

ADKVTKLQVELDNVTGLLSQSDSKSSKLTKDFS 

ALESQLQDTQELLQEENRQKLSLSTKLKQVEDE 

KNS\FREQLEEEEEEAKHNLEKQIATLHAQVADM 

KKKMEDSVGCLETAEEVKRKLQKDLEGLSQRHE 

EKVAAYDKLEKTKTOLQQELDDLLVDLDHQRQ 

SACNLEKKQKKFDQLLAEEKTISAKYAEERDRA 

EAEAREKETKALSLARALEEAMEQKAELERLNK 

QFRTEMEDLMSSKDDVGKSVHELEKSKRAffiQQ 

VEEMKTQLEELEDELQATEDAKLRLEVNLQAM 

KAQFERDLQGRDEQSEEKKKQLVRQVREMEAE 

LEDERKQRSMAVAARKKLEMDLKDLEAHIDSA 

NKNRDEAIKQLRKLQAQMKDCMRELDDTRASR 

EEELAQAKENEKKLKSMEAEMIQLQEELAAAER 

AKRQAQQERDELADEIANSSGKGALALEEKRRL 

EARIAQLEEELEEEQGNTELINDRLKKANLQBDQI 

NTOLNLERSHAQKNENARQQLERQNBIELKVKL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

pCpiltlC 

sequence 


Predicted end 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 


Amino add sequence (A«Alanine OCystdne, D=Aspartic Add, 
E=GIutamic Add, ^Phenylalanine, G^Glycine, H«Hiso*dine, 
I«Isoleudne, KHLysioe, L^Leuclne, M^Methionlne, 
N-Asparaginc, P-Prollne, Q»Glutamine, R=Arginine, S=Serint, 
T=Threonine, V=VaIine, W^Tryptophan, Y^Tyrosine, 
X»TJnknown, *=Stop codon, £=po$sible nucleotide deletion, 
V*possible nudeotide insertion 










QEMEGTVKSKYKASITALEAKIAQLEEQLDNETK 

ERQAACKQVRRTEKKLKDVLLQVDDERRNAEQ 

YKDQADKASTRLKQLKRQLEEAEEEAQRANASR 

RKLQRELEDATETADAMNREVSSLKNKLRRGDL 

PFWPRRMARKGAGDGSDEEVDGKADGAEAKP 

AE 


3485 


A 


2 


1782 


CSTGVSKAPLTYLMSYGFELGWRKGNRAVACR 

EDRGGESVGMGQESELSQVHWWEAEPVEKTPGR 

DSEATIMSLRVHTLPTLLGAVVRPGCRELLCLLM 

nVWGPGASGVCPTACICATDIVSCTNfKNLSKVP 

GNIJTaJKRLDLSYNRIGLLDSEWVSFAKL>rrL 

E J RHNMTSISTGSFSTTPNLKCLDLSSWKLKT\VK 

NAVFQELKVLEVLLLYNNHISYLDPSAFGGLSQL 

QKLYLSGNFLTQFPMDLYVGRFKLAELMFLDVS 

YNRIPSMPMHHINLVPGKQLRGIYLHGNPFVCDV 

CSLVSLLVFWYRRHFSSVMDFKNDYTCRLWSDS 

RHSRQVLLLQDSFMNCSDSI1NGSFRALGFIHEAQ 

VGERLMVHCDSKTGNANTDFIWVGPDNRLLEPD 

KEMENFYVFHNGSLVIESPRFEDAGVYSCIAMNK 

QRLLNETVDVTINVSNFTVSRSHAHEAFNTAFTT 

LAACVASWLVLLYLYLTPCPCKCKTKRQKNML 

HQSNAHSSILSPGPASDASADERKAGAGKRVVFL 

EPLKDTAAGQNGKVRLFPSEAVIAEGILKSTRGK 

SDSDSVNSVFSDTPFVAST 


3486 


A 


357 


1173 


GDPRETKVFPSRSFARNTVGVSHHQSHLFHTVSR 

IYVEDKHKILYCEVPKAGCSNWKRILMVLNGLA 

SSAYNISHNAVHYGKHLKKLDSFDLKGIYTRLDT 

YTKALVLVRDPMERLVSAFRDKFDHPNSYYHPVF 

GKAinCKYRPNACEEALFNGSGVKFKEFIHYLLDS 

HRPVGMDIrTWEKVSKLCYPCLINYDFVGKFETL 

EEDANYFLQMIGAPKELKFPNFKDRHSSDERTNA 

QVVRQYLKDLTRTERQLIYDFYYLDYLMFNYTT 

PFL 


3487 


A 


2 


3281 


CDKSGAVPFSTTRSPRRPSPRSAGPSLSSVSPRSQ 

LWASSGLSEEHAAPLLPAWPRHPCPPSLTPGPSM 

AQGAMRFCSEGDCAISPPRCPRRWLPEGPVPQSP 

PASMYGSTGSLLRRVAGPGPRGRELGRVTAPCTP 

LRGPPSPRVAPSPWAPSSPTGQPPPGAQSSWIFR 

FVEKASVRPLNGLPAPGGLSRSWDLGGVSPPRPT 

PALGPGSNRKLRLEASTSDPLPARGGSALPGSRN 

LVHGPPAPPQVGADGLYSSLPNGLGDPPERLATL 

FGGPADTGFLNQGDTWSSPREVSSHAQRIARAK 

WEFFYGSLDPPSSGAKPPEQAPPSPPGVGSRQGS 

GVAVGRAAKYSETDLDTVPLRCYRETDEDEVLA 

EREEADSAIESQPSSEGPPGTAYPPAPRPGPLPGP 

HPSLGSGNEDEDDDEAGGEEDVDDEVFEASEGA 

RPGSRMPLKSPVPFLPGTSPSADGPDSFSCVFEAI 

LESHRAKGTSYTSLASLEALASPGPTQSPFFTFEL 

PPQPPAPRPDPPAPAPLAPLEPDSGTSSAADGPWT 

QRGEEEEAEARAKLAPGREPPSPCHSEDSLGLGA 

APLGSEPPLSQLVSDSDSELDSTERLALGSTDTLS 

NGQKADLEAAQRLAKRLYRLDGFRKADVARHL 

GKNNDFSKLVAGEYLKFFVFTGMTLDQALRVFL 

KELALMGETQERERVLAHFSQRYFQCNPEALSSE 

DGAHTLTCALMLLNTDLHGHNIGKRMTCGDHG 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«AJanine OCystelne, D**Aspartic Add, 
EXJIutamlc Add, ^Phenylalanine, G=Glycine, H-Hlstidine, 
I-Isoleudne, K-Lysine, L^Leudne, M^Methlonine, 
N«Asparagfne, P^Proline, Q=Glutamint, R=Arglnine, S=Serinc, 
T^Threonine, V=Valine, W-Tryptophan, Y=^iyrosine» 
X«Unknown, *=Stop codon, /^possible nudeotide deletion, 
V-possible nudeotide insertion 










M.EGLNDGGDFPRELLJCALYSSIKNEKLQWAIDE 

EELRRFLSELADPNPKVIKRISGGSGSGSSPFLDLT 

PEPGAAVYKHGALVRKVHADPDCRKTPRGKRG 

WKSFHGILKGMILYLQKEEYKPGKALSETELKN 

AISIHHALATRAS\NYSKRPHVFYLRTAD\\aiVFL 

FQAPSLEQMQSWITRINVVAAMFSAPPFPAAVSS 

QKKFSRPLLPSAATRLSQEEQVRTHEAKLBCAMA 

SELREHRAAQLGKKGRGKEAEEQRQKEAYLEFE 

KSRYSTYAALLRVKLKAG SEELD A VEAALAQ AG 

STEDGLPPSHSSPSLQPKPSSQPRAQRHSSEPRPG 

AGSGRRKP 


3488 


A 


441 


1968 


GTETPHCWGRGTAGLRRELDREERDGPGTATMS 

FPHFGHP YRGAFQF1AAS AS SSTTCCESTLRS VS Y 

VASGSTPAPALCCAP\YDSRLLGSARPELGAALGI 

YGAPYAAAAAAQSYPGYLPYSPEPPSLYGALNP 

QYEFKEAAGSFTSSLAQPGAYYPYERTLGQYQY 

ERYGAVELSGAGRRKNATRETTSTLKAWLNEHR 

KNPYPTTCGEKIMLAnTKMTLTQVSTWFANARRR 

LKKENKMTWAPKNKGGEERKAEGGEEDSLGCL 

TADTKEVTASOEARGLRLSDLEDLEEEEEEEEEA 

EDEEWATAGDRLTEFRKGAQSLPGPCAAAREG 

RLERRECGLAAPRFSFNDPSGSEEADFLSAETGSP 

RLTMHYPCLEKPRIWSLAHTATASAVEGAPPARP 

RPRSPECRMIPGQPPASARRLSVPRDSACDESSCI 

PKAFGNPKFALQGLPLNCAPCPRRSEPWQCQYP 

SGAEGSGPPAALGVSMQKTPTYRPARQLHTLCH 

SSLP 


3489 


A 


718 


2073 


IAAYHKALSYRGHVHANNRGTNNVHFTPPPSPS 

RGILPMNPRJNNMNHSQVGQGIGIPSRTNSMSSSG 

LGSPNRSSPSnCMPKQQPSRQPFTVNSMSGFGMN 

RNQAFGMNNSLSSNIFNGTDGSENVTGLDLSDFP 

AIADRNRREGSGOTTTLINPLAGW 

PANEQSQDFSIHNEDFPALPGSSYKDPTSSNDDSK 

SNLOTSGKTTSSTDGPKFPGDKSSTTONNNOOKK 

GIQVLPDGRV1MPQGMVTOQFGMIGLLTFIRAA 

ETDPGMVHLALGSDLTTLGLNLNSPENLYPKFAS 

PWASSPCRPQDIDFHVPSEYLTNIHIRDKLFFFFS 

W/TAIKLGRYGEDLLFYLYYMNGGDVLQLLAAV 

ELFNRDWRYHKEERVWITRAPGMEPTMKTNTY 

ERGTYYFFDCLNWRKVAKEFHLEYDKLEERPHL 

PSTFNYNPAQQAF 


3490 


A 


2 


2833 


FVAKMATSQYFDFAQGGGPQYSTQAPTLPLPTV 

GASYTGQPTPGMDPAVNPAFPPAAPAGYGGYQP 

HSGQDFAYGSRPQEPVPTATTMATYQDSYSYGQ 

SAAARSYEDRPYFQSAALQSGRMTAADSGQPGT 

QEACGQPSPHGSHSHAQPPQQAPIVESGQPASTL 

SSGYTYPTATGVQPESSASIVTSYPPPSYNPTCTA 

YTAPSYPNYDASVYSAASPFYPPAQPPPPPGPPQ 

QLPPPPAPAGSGSSPRADSKPPLPSKLPRPKAGPR 

QLQLHYCDICKISCAGPQTYREHLGGQKHRKKE 

AAQKTGVQPNGSPRGVQAQLHCDLCAVSCTGA 

DAYAAHIRGSKHQKVFKLHAKLGKPIPTLEPALA 

TESPPGAEAKPTSPTGPSVCASSRPALAKRPVASK 

ALCEGPPEPQAAGCRPQWGKPAQPKLEGPGAPT 

QGGSKEAPAGCSDAQPVGPEYVEEVFSDEGRVL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to lost amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D=Aspartic Acid, 
E=Glutamlc Acid, ^Phenylalanine, G^Giycine, H^Histidine, 
I=Isoleuclne, K«Lysine, L=Leucine, M=Methionine, 
N^Asparagine, P^Proline, Q=Glutamine, R-Arginine, S=SerIne, 
^Threonine, V=Valine, W«Tryptophan, Y-TjTOslne, 
X«Unknown, *«Stop codon, /"possible nucleotide deletion, 
\=possible nucleotide insertion 










RFHCKLCECSFNDLNAKDLHVRGRRHRLQYRKK 

WPDLPIATEPSSRARKVLEERMRKQRHLAEERL 

EQLRRWHAERRRLEEEPPQDWPHAPPDWAQPL 

LMGRPESPASAPLQPGRRPASSDDRHVMCKHATI 

YPTEQELLAVQRAVSHAERALKLVSDTLAEEDR 

GRREEEGDKRS S V APQTRVLKG VMRVGIL AKGL 

LLRGDRNVRLALLCSEKPTHSLLRRIAQQLPRQL 

SPLMREDPSTDPGVEEPQADAGDVLSPKKCLESL 

AALRHARWFQARASGLQPCVTVIRVLRDLCRRV 

PTVWGALPAWAMELLVEKAVSSAAGPLGPGDAV 

RRVLECVATGTLLTDGPGLQDPCERDQTDALEP 

MTLQEREDVTASAQHALRMLAFRQTHKVLGMD 

LIJ'PRHRLGARFRKRQRGPGEGEEGAGEKKRGR 

RGGEGLV 


3491 


A 


2 


1321 


FVGDGALSGCRRGRAPRVPSMAGSLPPCWDCG 
TGYTKLGYAGNTEPQFnPSCIAIRESAKVYDQAQ 
RRVLRGVDDLDFFIGDEAmKPTYATKWPIRHGII . 
EDWDLMERFMEQVVFKYLRAEPEDHYFLMTEP 
PLNTPENREYLAEIMFESFNVPGLYIAVQAVLAL 
a a <?wtsp nvnPRTT TnTvrn^nnnvTwvTPV a vn 

YVIGSCIKHIPIAGRDITYFIQQLLREREVGIPPEQS 

LETAKA1KEKYCYICPDIVKEFAKYDVDPRKWIK 

QYTGINA1NQKKFVIDVGYERFLGPEIFFHPEFAN 

PDFMESISDVVDEVIQNCProVRRPLYKNVVLSG 

GSTMFRDFGRRLQRDLKRVVDARLRLSEELSGG\ 

RIKPKPVEVQVVTHHMQRYAV\WFGG\SMLASTP 

EFFQVCHTKKDYEEYGPSICRHNPVFGVMS 


3492 


A 


3 


2024 


PNGVALLHLPGAAV1PNTOYMFQDALGGRSRGS 

REESPAPSRAPASASLWRRLVVVEAKMAAHAAA 

AAQAAAAQAAHAEAADSWYLALLGFAEHFRTS 

SPPKJRLCVHCLQAWPFKPPQRIEARTHLQLGSV 

LYHHTKNSEQARSHLEKAWLISQQIPQFEDVKFE 

AASLLSELYCQENSVDAAKPLLRKAIQISQQTPY 

WHCRLLFQLAQLHTLEKDLVSACDLLGVGAEY 

ARWGSEYTRALFLLSKGMLLLMERKLQEVIiPL 

LTLCGQ1YEWQGNPIQKESLRVFFLVLQVTHYL 

DAGQVKSVKPCLKQLQQCIQI1STLHDDEILPSNP 

ADLFHWLPKEHMCVLVYLVTVMHSMQAGYLE 

KAQKYTDl^ALMQLEKLKMLDCSPILSSFQVILLE 

ffllMCRLVTGHKATALQEISQVCQLCQQSPRLFS 

WHAAOT HTT T fir VPV^VKTPMn"MAPAnPTTAT P 

LTNHQELWAFlYTb«ASVYlREGNRHQEVV\LYS 
LLERINPDHSFPVSSHCLRAAAFYVRGLFSFFQGR 
YNEAKRFLl^TLKMSNAEDLNRLTACSLVLLGHI 
FYVLGNHRESNNMVVPAMQLASKIPDMSVQLW 
SSALLRDLNKACGNAMDAHEAAQMHQNFSQQL 
LQDH1EACSLPEHKL1TWTDGPPPVQFQAQNGPN 
TSLASLL 


3493 


A 


3 


2024 


PNGVALLHLPGAAV1PNTNYMFQDALGGRSRGS 
REESPAPSRAPASASLWRRLVVVEAKMAAHAAA 
AAQAAAAQAAHAEAADSWYLALLGFAEHFRTS 
SPPKIRLCVTHCLQAVFPFKPPQIUEARTHLQLGSV 
LYHHT^SEQARSHLEKAWLISQQIPQFEDVKFE 
AASLLSELYCQENSVDAAKPLLRKAIQISQQTPY 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alaaine OCysteine, D^Aspartic Add, 
E=GlutamIc Add, F-Phenylalnnine, G-Glydne, H-Blstidine, 
I^Isoleudne, K-Lysinc, l>Leudne, M-Metbionlne, 
N-Asparagine, P=Prollne, Q=Glutamine, R»Arginine, S«Serine, 
T^Threonine, V»VaIlne, W^ryptophan, Y-Tyroslne, 
X«Unknown, *=Stop codon, /"possible nucleotide ddetion, 
\=pojsibJe nucleotide insertion 










WHCIQ.I^QIAQLHTLEKDLVSACDLLGVGAEY 

ARWGSEYTRALFLLSKGMLLLMERKLQBVHPL 

LTLCGQIVEKWQGNPIQKESLRWFLVLQVTHYL 

DAGQVKSVKPCLKQLQQCIQUSTLHDDEILPSNP 

ADLFHWLPKEHMCVLVYLVTVMHSMQAGYLE 

KAQKYTDKALMQLEKLKMLDCSPILSSFQVILLE 

HIIMCRLVTGHKATALQEISQVCQLCQQSPRLFS 

NHAAQLHTLLGLYCVSWCMDNAEAQFTTALR 

LT^QELWAFIVTMASVYIREGNRHQEV^ 

LLERIpOTDHSFPVSSHCLIUAAFYVRGLFSFFQGR 

yneakrplretlkmsnaedlnrltacslvllghi 
fyvlgnhresnnmvvpamqiaskipdmsvq^ 
ssallrdlnkacgnamdaheaaqmhqnfsqql 
lqdheeacslpehnlitwtogpppvqfqaqngpn 

TSLASLL 


3494 


A 


2 


1615 


VI^GQRGPAGGIAEERRRGRNEWRIHDVTTAPF 

PGLVQRRSRLLIVSQVRYFLKNKVSPDLCNEDGL 

TALHQCCIDNFEEIVKLLLSHGANVNAKDNELW 

TPLHAAATCGHINLVKILVQYGADLLAVNSDGN 

MPYDLCEDEPTLDVIETCMAYQGITQEKINEMRV 

APEQQMIADIHCMIAAGQDLDWIDAQGATLLHI 

AGANGYLRAAELLLDHGVRVDVKDWDG WEPL 

HAAAFWGQMQMAELLVSHGANVLNARTSMDE 

MPIDLCEEEEFKVLLI^LK\HKHDVIMKSQLRHK 

SSLSRRTSHROAS/SVGKVVRRTOPVGTGPNLVYR 

KEYE/GEEAILWQRSAVAEDQRTSTYNGDIRET\R 

TDQENKDPNP1^EK\P\^LSEFPTKIPRGELDMPV 

ENGLRAPVSAYQYALANGDVWKVHEVPDYSM 

AYGNPGVADATPPWSSYKEQSPQTIXELKRQRA 

AAKLl^HPFLSTHLGSSMARTGESSSEGKAPLIG 

GRTSPYSSNGTSVYYTVTSGDPPLLKFKAPffiEM 

EEKVHGCCRIS 


3495 




327 


1078 


APMADTTWGPOGAGAVOFMMTNKLDTAMWL 

SRLFTVYCSALFVLPLLGLHEAASFYQRALLANA 

LTSALRLHQl^OTQLSRAFLAQALLEDSCHYLL 

YSLII^ntfSYPVTMSIFPVLLFSLIJ^ 

DARG\SNSLPLLR\SVLDKLSANQQNILKFIACNEI 

l^NlPATVlMLFSGQGSLLQPFrYYl^LTLRYSSRR 

NPYCRTLFNl^lUVVEimiKPACPLFVRRLCLQS 

IAFISRLAPTVP 


3496 


A 


3 


2867 


SSRTREMEEKEILRRQIRLLQGLIDDYKTLHGNAP 

APGTPAASGWQPPTYHSGRAFSARYPRPSRRGYS 

SHHGPSWRKKYSLVl^PGPSDPPADHAVRPL^ 

GARGGQPPVPQQHVLERQVQLSQGQNVVIKVKP 

PSKSGSASASGAQRGSLEEFEDTPWSDQRPREGE 

GEPPRGQLQPSRPTRARGTCSVEDPLLVCQKEPG 

KPRMVKSVGSVGDSPREPRRTVSESVIAVKASFP 

SSALPPRTGVALGRKLGSHSVASCAPQLLGDRRV 

DAGHTDQPVPSGSVGGPARPASGPRQAREASLV 

VTCRTOKFEKNNYKWV^ 

VAAEI^Cl^SAGIVIAl^VEKPQLlADPl^ 

ATSSKPGSAPSKYKWKASSPSASSSSSFRWQSEA 

GSKDl^SQLSPVLSRSPSGDVRPAIJVHSGLKPLSG 

ETPLSAYKVKTRTKimRRGSTSLPGDKKSGTSPA 

ATAKSmSxJEOlRQALRGKSSPVI^TPNKGLVQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^AIanine OCysteine, D^Aspartic Add, 
E=Glutamic Acid, F«Pheuylalanine, (^Glycine, BNBQstidine, 
Msoleudne, K^Lysine, LHLendne, M^Metblonine, 
N-Aaparagine, P«Proline, Q^Glutamine, R=Arginlne, S«Serine, 
T=Threonlne, V«Valine, W«Tryptophan, Y=Tyrosine, 
X«Unknown, *-Stop codon, /^possible nudeotide deletion, 
\=*possible nudeotide insertion 










VTKHRLCRI^PSRAHLPTKEASSLHAVRTAPTSK 

VDCTRYRIVKKTPASPLSAPPFPLSLPSWRARRLS 

LSRSLVLNRLRPVASGGQKAQPGSPWWRSKGYR 

CIGGVLYKVSANKLSKTSGQPSDAGSRPLLRTGR 

LDPAGSCSRSLASRAVQRSLAIIRQARQRREKRK 

EYCMYYNRFGRCNRGERCPYIHDPEKVAVCTRF 

VRnTn? v TnnTrPT7QMwvwP'K''iv4PVo<iVFT \^ni 

v iyvj i v-jviv x i wr onn v OJSJ-ir^jyxr vv^ui ri^jwji 

CSNSNCPYSHVYVSRKAEVCSDFLKGYCPLGAK 

CKKKHTLLCPDFARRGACPRGAQCQLLHRTQKR 

HSRRAATSPAPGPSDATARSRVSASHGPRKPSAS 

QRPTRQTPSSAALTAAAVAAPPHCPGGSASPSSS 

KASSSSSSSSSPPASLDHEVAPSLQEAALAAACSN 

RLCKLPSFISLQSSPSPGAQPRVRAPRAPLTKDSG 

KPLHIKPRL 


3497 


A 


1586 


141 


ATARDLGCAR1UDRVVMESTPSRGLNRVHLQCR 

NLQEFLGGLSPGVLDRLYGHPATCLAVFRELPSL 

AKl^WVMRMLFLEQPLPQAAVALWVKKEFSKA 

QEESTGLLSGLRIWHTQLLPGGLQGLILNPIFRQN 

LRIALLGGGKAWSDDTSQLGPDKHARDVPSLDK 

YAEERWEWLHFMVGSPSAAVSQDLAQLLSQA 

GLMKSTEPGEPPCITSAGFQFLLLDTPAQLWYFM 

1 fYVT OTAn^fiMTlT VPTT <3"FT KOT SF^TT <"tKTiV9 

JuV< I •L-'V^ 1 /Ts^OIvvJlViX'i-* V "» " "'T V^bOr O 1 Lt\JM\±J I o 

VEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYP 

T/RALAINLSSGVSGAGGTVHQPGFIV\VETNYRL 

YAYTESELQ1ALIALFSEMLYPFP\NMVV\ARVTR\ 

ESVQQAIASGITAQQHHFLRTRAHPVMLKQTPVL 

PPTITDQIRLWELERDRLRPTEGVLYNQFLSQVDF 

ELLVLAHAPKLGVLVFE/hTTPAKl^MVVTPAGHS 

DVKRFWKRQKHSS 


3498 


A 


790 


190 


RDLGPAALMTASASSFSSSQGVQQPSIYSFSQITR 

SLFLSNGVAANDBCLLLSSNRITAIVNASVGSGQRI 

LRGVLQYIKVPVTDARDSRLYDFFDPIADLIHTVS 

MRQGRTLLNCMAG\MSRSASLCLAYLMKYHSM 

S\LLDAHTWA/TKSRRPnRPNNGFWEQLINYEFK 

LFhWNTVRMINSPVGNIPDIYEKDLRMMISM 


3499 


A 


31 


1586 


TAGFL1^PLEMQRLLTPV1<RILQLTRAVQETSLT 

PARLLPVAHQRFSTASAVPLAKTDTWPKDVGIL 

ALEVYFPAQYVDQTDLEKYNNVEAGKYTVGLG 

QTRMGFCSVQEDINSLCLTWQRLMERIQLPWD 

SVGRLEVGTETIIDKSKAVKTVLMELFQDSGNTD 

IEGIDTTNACYGGTASL1^AAN\VMESSSWDGRY 

AMVVCGDIAVYPSGNARPTGGAGAVAMLIGPK 

APLALERGLRGTHMIWV^FYKPNIA 

RPFTLDDLQYMIFHTPFCKMVQKSLARLMFNDF 

LSASSDTQTSLYKGLEAFGGLKLEDTYTNKDLD 

KALLKASQDMFDKKTKASLYLSTHNGNMYTSSL 

YGCLASLLSHHSAQELAGSRIGAFSYGSGLAASF 

FSFRVSQDAAPGSPL\DKLVSSTSDLPKRLASRKC 

VSPEEFTEIMNQREQFYHKVNFSPPGDTNSLFPGT 

WYLERVDEQHRRKYARRPV 


3500 


A 


185 


2692 


MLPTEVPQSHPGPSALLLLQLLLPPTSAFFPNIWS 
LLAAPGSITHQDLTEEAALNVTLQ1JFLEQPPPGRP 
PLRLEDFLGRTLLADDLFAAYFGPGSSRRFRAAL 
GEVSRANAAQDFLPTSRNDPDLHFDAERLGQGR 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Add, 
E=Glntnmlc Add, F^PhenylaJanine, (^Glycine, H=Hi3 tiding 
I^Isoleuclne, KHLysine, L-Leudne, M-=Methionine, 
N=Asparaglne, P«ProIine, Q^Glutamine, R°Arginine, S^Serine, 
T=Threonine, V^Valine, W-Tryptophan, Y«Tyrosine, 
X=Unknown t *=Stop cod on, /=possible mi deb tide deletion, 
possible nucleotide insertion 










ARLVGALRETWAARALJDHTLARQRLGAALHA 

LQDFYSHSNWVELGEQQPHPHLLWPRQELQNLA 

QVADPTCSDCEELSCPRNWLGFTLLTSGYFGTHP 

PKPPGKCSHGGHFDRSSSQPPRGGDSfKDSTSPGFS 

PHHMLHLQAAKLALLASIQAFSLLRSRLGDRDFS 

RLLDITPASSLSFVTLDTTGSMGEEINAAKIQARHL 

VEQRRGSPMEPVHYVLVPFHDPGFGPVFTTSDPD 

SFWQQL>JEIHALGGGDEPEMCLSALQLALLHTPP 

LSDIFVFTDASPKDAFLTNQVESLTQERRCRVTFL 

VTEDTSRVQGRARREELSPLRFEPYKAVALASGG 

EVIFnCDQrnRDVAAJVGESMAALVTLPLDPPVV 

VPGQPLVFSVDGLLQKITVRIHGDISSFWIKNPAG 

VSQGQEEGGGPLGHTRRFGQFWMVTMDDPPQT 

DGPHPGLYPLTQPVAGLQTQLLVEVTGLGSRAN 

PGDPQPHFSHVILRGVPEGAELGQVPLEPVGPPE 

RGLLAASLSPTLLSTPRPFSLELIGQDAAGRRLHR 

AAPQPSTWPVLLELSGPSGFLAPGSKVPLSLRIA 

SFSGPQDLDLRTFVNPSFSLTSNLSRAHLELNESA 

WGRLWLEVPDSAAPDSVVMVTVTAGGREANPV 

PPTHAFLRLLVSAPAPQDRH 


3501 


A 


1245 


5815 


RRAHPSHSRLSPYLSVSRDPYFFVTVSRTD.TLSA 

PAPPRRTPAPSMGTALLQRGGCFLLCLSLLLLGC 

WAELGSGLEFPGAEGQWTRFPKWNACCESEMSF 

QLKTRSARGLVLYFDDEGFCDFLELILTRGGRLQ 

LSFSIFCAEPATLLADTPVNDGAWHSVRIRRQFR 

NTTLFIDQVEAKWVEVKSKRRDMWFSGLFVGG 

LPPELRAAALKLTLASVREREPFKGWIRDVRVNS 

SQVLPVDSGEVKLDDEPPNSGGGVSPCEAGEEGE 

GGVCLNGGVCSWDDQAVCDCSRTGFRGKDCS 

QEDNNVEGLAHLMMGDQGKEEYIATFKGSEYF 

CYDLSQNPIQSSSDEITLSFKTLQRNGLMLHTGKS 

ADYVNLALKNGAVSLVINLGSGAFEALVEPVNG 

KF>TONAWHDVKVTRNLRQHSGIGHAMVTISVD 

GILTTTGYTQEDYTMLGSDDFFYVGGSPSTADLP 

GSPVSNNFMGCLKEWYKNNDVRLELSRLAKQ 

GDPKMKIHGVVAFKCENVATLDPITFETPESFISL 

PKWNAKKTGSISFDFRTTEPNGLILFSHGKPRHQ 

KDAKHPQMIKVDFFAIEMLDGHLYLLLDMGSGT 

IKKALLKKVNDGEWYHVDFQRDGRSGTISVNT 

LRTPYTAPGESEILDLDDELYLGGLPENKAGLVF 

PTEVWTALLNYGYVGCIRDLFIDGQSKDIRQMA 

EVQSTAGVKPSCSKETAKPCLSNPCKNNGMCRD 

GWNRYVCDCSGTGYLGRSGEREATVLSYDGSM 

FMKIQLPVVMHTEAEDVSLRFRSQRAYGDLMAT 

TSRDSADTLRLELDAGRVKLTVNLDCIRINCNSS 

KGPETLFAGYNLNDNEWHTVRVVRRGKSLKLT 

VDDQQAMTGQMAGDHTRLEFHNIETGIITERRY 

LSSVPSNHGHLQSLTFNGMAYIDLCKNGDIDYC 

ELNARFGFRNIIADPVTFKTKSSYVALATLQAYT 

SMHLFFQFKTTSLDGLILYNSGDGNDFIVVELVK 

GYLHYVFDLGNGANLIKGSSNKPLNDNQWHNV 

MISRDTSNl^TVKmTKITTQITAGARNLDLKSDL 

YIGGVAKETYKSLPKLVHAKEGFQGCLASVDLN 

G\RLP\DLISDGSFSCNGTDSRRGMWKGPSTI\CQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A~Alanine OCysteine, D=Aspartic Add, 
E=GIutamic Add, F^Phenyf alanine, G=Glydne, H«HUtidinc, 
I»Isoleudne, K«Lysine, L^Leudne, M~Metblonlne, 
N=Asparagine, P«ProIine, Q=Glutamine, R^Arginine, S=Serine, 
T=Threonine, V=VaIIne, W=Tryptophan, Y=OTyrosine, 
X«Unknown, *=Stop codon, /=poss!ble nucleotide deletion, 
V=possible nucleotide insertion 










EDSCSNQGVCLQQWDGFSCDCSMTSFSGPLCND 
PGTTYIFSKGGGQITYKWPPNDRPSTRADRLAIGF 
STVQKEAVLVRVDSSSGLGDYLELHIHQGKIGVK 
FNVGTDDIAIEESNAIINDGKYHVVRFTRSGGNA 

GQPFQGQLSGLYYNGIXVLNMAAENDANIAIVG 
NVRLVGEWSSMTTESTATAMQSEMSTSIMETTT 
TLATSTARRGKPPTKEPISQTTDDILVASAECPSD 

SSSTTGMWGIVAAAALCILILLYAMYKYRNRDE 
GSYHVDESRNYISNSAQSNGAVVKEKQPSSAKSS 
NKNKKMKDKEYYV 


3502 


A 


394 


72 


KPAHLPFTVIIMPKRKPSEGAMSDKVKA/ECFELQ 
RRSAGLFSKPTPPKPETRPKKDPANQRQKLPKVR 
KGKADA/SKEGNSPAEERCSMVQTQKVEGWRSG 
SELPVALSF 


3503 


A 


43 


3358 


SGGRGPVRVRSEQLSPSAEQVSQISQISLGRRPLS 

SLPPPPSRAIAPTRAPDTALTIMEVAEVESPLNPS 

CKJMTFRPSMEEFREFNKYLAYMESKGAHRAGL 

AKVIPPKEWKPRQCYDDIDNLLIPAPIQQMVTGQ 

SGLFTQYNIQKKAMTVKEFRQLANSGKYCTPRY 

LDYEDLERICYWKNLTFVAPIYGADINGSIYDEGV 

DEWNIARLNTVLDVVEEECGISIEGVNTPYLYFG 

MWKTTFAWHTEDMDLYSINYLHFGEPKSWYAIP 

PEHGKRLERLAQGFFPSSSQGCDAFLRHKMTLIS 

PSVLKKYGPFDKITQEAGEFMITFPYGYHAGFN 

HGFNCAESTOFATVRWIDYGKVAKLCTCRKDM 

VKISMDIFVRKFQPDRYQLWKQGKDIYTIDHTXP 

TPASTPEVKAWLQRRRKVRKASRSFQCARSTSK 

RPKADEEEEVSDEVDGAEVPNPDSVTDDLKVSE 

KSEAAVK1JWTEASSEEESSASRMQVEQNLSDHI 

KLSGNSCLSTSVTEDIKTEDDKAYAYRSVPSISSE 

ADDSIPLSTGYEKPEKSDPSELSWPKSPESCSSVA 

ESNGVLTEGEESDVESHGNGLEPGEIPAVPSGER 

NSFKVPSIAEGENKTSKSWRHPLSRPPARSPMTL 

VKQQAPSDEELPEVLSffiEEVEETESWAKPLIHL 

WQTKPPNFAAEQEYNAWARMKPHCAICTLLMP 

YHKPDSSNEENDARWETKLDEVVTSEGKTKPLIP 

EMCFIYSEENIEYSPPNAFLEEDGTSLLISCAKCC 

VRVHASCY GEPSHEICDGWLC ARCKRNA WTAEC 

CLCNIJR.GGALKQTKNNKWAHVMCAVAVPEVR 

TTTTJVPPPTnrnvrtPTPT ot?t in TfrTRnTmRWDX/Q 

r 1 IN V rClS* 1 K^LLf V \JJSATLi\^]\ljJSJu,IS^lr OJtvxllv V JSJx V o 

. GACIQCSYGRCPASFHVTCAHAAG VLVMEPDD W 

PYAA^NITCFRHKVNPNVKSKACEKVISVGQTVIT 

KHRNTRYYSCRVMAVTSQTFYEVMFDDGSFSRD 

TFPEDIVSRDCLKLGPPAEGEWQVKWPDGKLY 

GAKYFGSMAHMYQVEFEDGSQIAMKREDIYTL 

DEELPKRVKARFVSAGRCHLGTCOVNSLSSPHVS 

QAQQETYLGFWINSKKSQCNIFLSGTY 


3504 


A 


1124 


139 


RGEEQFDAEFRRFACLGFGERLQEFSRLLRAVHR 

SRAWTCYLAIRMLMATCCPSPTTTACTGPWQRA 

PPIJRLLVQKREADSSGLAFASNSLQRRKKGLLLR 

PVAPLRTRPPLLISLPQDFRQySSVIDVDLLPETH 

RRVRLHKHGSDRPLGFYIRDGMSVRVAPQGVLER 

VPGMSRLVRGGLAESTGLLAVSDEILEVNGIEV 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, B-Aspartic Add, 
E=Glutamic Acid, ^Phenylalanine, G=GIycine, H-Histidine, 
l-Isoleudne, K«Lysine, L=Leudne t M«Methionlne t 
N=Asparagine, P=Proline, Q=GIutamlnc, R-Arginine, S=Serine, 
I^Threonlne, VoValine, MVTryptophan, Y-^iyrosine, 
X=Unknown, *«Stop codon, ^possible nudeotide deletion, 
^possible nudeotide insertion 










AGKTLNQVTDMMVANSHNVLIVTVKPANQRNN 
WRGASGRLTGPPSAGPGPAEPDSDDDSSDLVIE 
NRQPPSSNGLSQGPPCWDLHPGCRHPGTRSSLPS 
LDDQEQASSGWGSRIRGDGSGFSL 


3505 


A 


3 


2898 


SCRSATSQSGCGGGRSWLCSSLKMAAQPPRGIRL 

SALCPKFLHTNSTSHTWPFSAVAELIDNAYDPDV 

NAKQIWIDKTVINDHICLTFTDNGNGMTSDKLH 

KMLSFGFSDKVTMNGHVPVGLYGNGFKSGSMVR 

LGKDAIVFTKNGESMSVGLLSQTYL\EVIKAEHV 

VVPIVAFNKHRQMINLAESKASLAAILEHSLFSTE 

QKLLAELDAnGKKGTRIHWNLRSYKNATEFDFE 

KDKYDIIUPEDLDEITGKKGYKKQERMDQIAPES 

DYSLRAYCSILYLKPRMQIILRGQKVKTQLVSKS 

LAYIERDVYRPKFLSKTVRITFGFNCRNKDHYGI 

MMYHRNRLIKAYEKVGCQLRANNMGVGVVGn 

ECNFLKPTHNKQDFDYTNEYRLTITALGEKLND 

YWNEMKVKKOTEYPLNLPVEDIQKRPDQTWVQ 

CDACLKWRKLPDGMDQLPEKWYCSNNPVDPQFR 

NCEVPEEPEDEDLVHPTYEKTYKKTNKEKFRIRQ 

PEMIPRrNAELLFRPT\ALSTPS\FSSPKESVSKR/RH 

LSEGTNSYATRLLNNHQVPPQSEPESNSLKRRLS 

TRSSILNAKNRRL\SSQF\ENSVYKGVDDDDEDVn 

LEENSTPKPAVDHDIDMKSEQSHVEQGGVQVEF 

VGDSEPCGQTGSTSTSSSRCDQGNTAATQTEVPS 

LVVKKEETVEDEIDVRlTOA\nLPSCVEAEAKIHE 

KRQCHMFTOQIKVLQQRILEMNDKYVKKETCH 

QSTETDAVFLLESINGKSESPDHMVSQYQQALEE 

IERLKKQCSALQHVKAECSQCSNNESKSEMDEM 

AVQLDDVFRQLDKCSIERDQYKSEVELLEMEKS 

QIRSQCEELKTEVEQLKSTNQQTATDVSTSSNffiE 

SVNHMDGESLi^RSLRVNVGQLLAMIVP 

QVNYDVDWDEILGQWEQMSEISSf 


3506 


A 


2 


2120 


RPPEAGGRYRAGGRRQAAKPSRPPLPSRRRLPQG 

GRTRRAMDRPAAAAAAGCEGGGGPNPGPAGGR 

RPPRAAGGATAGSRQPSVETLDSPTGSHVEWCK 

QLIAATISSQISGSVTSENVSRDYKALRDGNKLA 

QMEEAPLFPGESIKAIVKDVMYICPFMGAVSGTL 

TVTDFKLYFKNVERDPHF1LDVPLGVISRVEKIGA 

QSHGDNSCGIEIVCKDMRNLRLAYK\QEEQSKLG 

IFENLNKHAFPLSNGQALFAFSYKEKFPINGWKV 

YDPVSEYKRQGLPNESWKISKINSNYEFCDTYPA 

IIVVPTSVKDDDLSKVAVFLAKGRVPVXSWIHPE 

SQATTTRCSQPLVGPNDKRCKEDEKYLQTIMDAN 

AQSHKLHFDARQNSVADTNKTKGGGYESESAYP 

NAELVFLEIHNIHVMRESLRKLKEIVYPSIDEARW' 

T QWVnHTHWT "RVTPA/TT T AfrA VPTATYK'TPQnK'TQV 

VVHCSDGWDRTAQLTSLAMLMLDSYYRTIKGFE 

TLVEKEWISFGHRFALRVGHGNDNHADADRSPIF 

LQFVDCVWQMTRQFPSAFEFNELFLITILDHLYS 

CLFGTFLCNCEQQRFKEDVYTKTISLWSYINSQL 

DEFSNPFFVNYENHVLYPVASLSHLELWVNYYV 

RWNPRMRPQMPIHQNLKELLAVRAELQKRVEG 

LQREVATRAVSSSSERGSSPSHFATSVHTLV 


3507 


A 


1 


2169 


GSSIKIRLTVLCAKNLAKECDFFRI^DPFNAKIVVD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A D Ala nine OCystelne, D=Aspartic Add, 
E=Glutamic Add, ^Phenylalanine, G^GIydne, BfcHistidlne, 
I-Isoleucine, K^Lyslne, L^Leudne, MHVlethlonine, 
N=Asparagine, P^Proline, Q-*Glutamine, R=ArginIne, S=Serine, 
T-Threonine, V=Valine, W^ryptophan, Y«Tyrosine, 
X^Unknown, *=Stop codon, /^possible nudeotide deletion, 
^possible nucleotide insertion 










GSGQCHSTDTVKNTLDPKWNQHYDLYVGKTDSI 

TISVWNHKKIHKKQGAGFLGCVKLLSNAISRLKD 

TGYQRLDLCKLNPSDTDAVRGQIWSLQTRDRIG 

TGGSVVDCRGLLENEGTVYEDSGPGRPLSCFME 

EPAPYTDSTGAAAGGGNCRFVESPSQDQRLQAQ 

RLRNPDVRGSLQTPQNRPHGHQSPELPEGYEQRT 

TVQGQVYFLHTQTGVSTWHDPRIPRDLNSVNCD 

ELGPI^PGWEVRSTVSGRIYFVDHNNRTTQFTDP 

RLHHIMNHQCQLKEPSQPLPLPSEGSLEDEELPA 

QRYERDLVQKLKVLRHELSLQQPQAGHCRIEVS 

REEIFEESYRQIMKMRPKDLKKRLMVKFRGEEG 

LDYGGVAREWLYLLCHEMLNPYYGLFQYSTONr 

YMLQINPDSSINPDHLSYFHFVGRIMGLAVFHGH 

YINGGrMvPrYKQLLOICPIQLSDL^ 

VWILENDITPVLDHTFCVEHNAFGRILQHELKPN 

G\RNWVTEENKKEYVRLYVNWRFMRGIEAQFL 

ALQKGFNELIPQHLLKPFDQKELELHGGLDKIDL 

NDWKSNTRLKHCVADSNIVRWFWQAVETFDEE 

RRARLLQFVTGSTRVPLQGFKALQGSTG\AAGPR 

LFITHLIDANTDNLRKAHTCFNRIDIPPYESYEKL 

YEKLLTAVEETCGFAVE 


3508 


A 


3 


6388 


ILYINPADLGWNPPVSSWIEKREIQTERANLTILF 

DKYLPTCLDTLRTRFKKIIPIPEQSMVQMVCHLLE 

CLLTTEDIPADCPKEIYEHYFVFAAIWAFGGAMV 

QDQLVDYRAEFSKWWLTEFKTVKFPSQGTIFDY 

YIDPETKKFEPWSKLVPQFEFDPEMPLQACLVHT 

SETIRVCYFMERLMARQRPVMLVGTAGTGKSVL 

VGAKIASLDPEAYLVKNVPFNYYTTSAMLQAVL 

EKPl^KKAGRNYGPPGNKKLIYFIDDMNMPEVD 

AYGTVQPHTIIRQHLDYGHWYDRSKLSLKEITNV 

QYVSCMNPTAGSFTINPRLQRHFSVFVLSFPGAD 

ALSSIYSIILTQHLKLGNFPASLQKSIPPLIDLALAF 

HQKIATTFLPTGIKFHYIFNLRDFANIFQGILFSSV 

ECVKSTWDLIRLYLHESNRVYRDKMVEEKDFDL 

FDKIQTEVLKKTFDDIEDPVEQTQSPNLYCHFAN 

GIGEPKYMPVQSWELLTQTLVEALENHNEVNTV 

MDL VLFEDAMRHV CHINRILESPRGNALL VGVG 

GSGKQSLTRLAAFISSMDVFQITLRKGYQIQDFK 

MDLASLCLKAGVKNLNTVFLMTDAQVADERFL 

VLINDLLASGEIPDLYSDDEVENIISNVRNEVKSQ 

GLVDNRENCWOFroRIRRQLK\nrLCFSPVGNKL 

RVRSRKFPAIVNCTAIHWFHEWPQQALESVSLRF 

LQNTEGIEPTVKQS1SKFMAFVHTSVNQTSQSYLS 

NEQRYNYTTPKSFLEFIRLYQSLLHRHRKELKCK 

TERLENGLLKLHSTSAQVDDLKAKLAAQEVELK 

QKNEDADKLIQVVGVETDKVSREKAMADEEEQ 

KVAVIMLEVKQKQKDCEEDLAKAEPALTAAQA 

MAPRGRVPKDRSWKAAKVTMAKVDGFLDSLIN 
FNKENIHENCLKAIRPYLQDPEFNPEFVATKSYA 
AAGLCSWYINIVRFYEWCDVEPKJIQALNKATA 
DLTAAQEKLAAIKAKIAHLNENLAKLTARFEKA 
TADKLKCQQEAEVTAVTISLANRLVGGLASENV 
RWADAVQNFKQQERTLCGDILLITAFISYLGFFT 
KKYRQSLLDRTWRPYLSQLKTPIPVTPALDPLRM 
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SEQU) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«AlanIne OCystelne, D»Aspartic Add, 
E^GIntamic Add, F-PhenylaJanine, G=Glydne, H-Hlstidine, 
I-Isoleudne, K»Lysine, I>Leadne, M«MethlonIne, 
N»Asparagine, P^Proline, Q=GIutamine, R«ArginJne, S=Serine, 
T^Threonlne, V-Valine, W-Tryptophan, Y«ayrosine, 
X«Unknown, *=Stop codon, /^possible nudeotide deletion, 
\=possible nudeotide Insertion 










LMDDADVAAWQNEGLPADRMSVENATILINCE 

RWPLMVDPQLQGIKWIKNKYGEDLRVTQIGQKG 

YLQHEQALEAGAWLIENLEESIDPVLGPLLGRE 

VKKGRFIKIGDKECEYNPKFRLILHT^ 

PELQAQATLINFTVTRDGLEDQLLAAVVSMERP 

DLEQLKSDLTKQQNGFKITLKTLEDSLLSRLSSAS 

GNFLGETVLVENLEITKQTAAEVEKKVQEAKVT 

EVKINEAREHYRPAAARASLLYFIMNDLSKIHPM 

YQFSLKAFSIWQKAVERAAPDESLRERVANLID 

SITFSVYQYTIRGLFECDKLTYLAQLTFQILLMNR 

EVNAVELDFLLRSPVQTGTASPVEFLSHQAWGA 

VKVLSSMEEFSN1JDRDIEGSAKSWKKFVESECPE 

KEKLPQEWKNKTALQRLCMLRAMRPDRMTYAL 

RDFVEEKLG SKYV VGRALDF ATSFEESGP ATTMF 

FILSPGVDPLKDVESQGRKLGYTFNNQNFHNVSL 

GQGQEWAEAALDLAAKKGHWVILQNTLEMCS 

RETEFKSILFALCYFHAWAERRKFGPQGWNRSY 

PFNTGDLTISVNVLYNFLEANAKVPYDDLRYLFG 

EMYGGHITDDWDRRLCRTYLGEFIRPEMLEGEL 

SLAPGFPLPGNMDYNGYHQYIDAELPPESPYLYG 

LHPNAEIGFLTQTSEKLFRTVLELQPRDSQARDG 

AGATREEKVKALLEEILERVTDEFNJDPELMAKVE 

GELTMTSHMENLQNALYFDMVPESWARRAYPS 

TAGLAAWFPDLLNRIKELEAWTGDFTMPSTVWL 

TGFFNPQSFLTAIMQSTARKNEWPLDQMALQCD 

MTKKNREEFRSPPREGAYIHGLFMEGACWDTQA 

GHTEAKLKDLTPPMPVMFIKAIPAD\RQDCGHVY 

SCPVTKTSQNRDPTYVWTFNLKTKENPSKWVLA 

GVALLLQI 


3509 


A 


3 


6388 


ILYINPADLGWNPPVSSWIEKREIQTERANLTILF 

DKYLPTCXDTLRTRFKKIIPIPEQSMVQMVCHLLE 

CLLTTEDIPADCPKEIYEHYFVFAAIWAFGGAMV 

QDQLVDYRAEFSKWWLTEFKTVKFPSQGTCFDY 

YmPETKKFEPWSKLWQFEFDPEMPLQACLVHT 

SETIRVCYFMERLMARQRPVMLVGTAGTGKSVL 

VGAKLASIJDPEAYLVK^^vTF^^YYTTSAMLQAVL 

EKPLEKKAGRIWGPPGNKKIJYFIDDMNMPEVD 

AYGWQPHTIIRQHLDYGHWYDRSKLSLKEITNV 

QYVSCMNPTAGSFITNPRLQRHFSVFVLSFPGAD 

ALSSIYSHLTQHLKLGNFPASLQKSIPPLIDLALAF 

HQKIATTrl^PTGIKFHYIFNlJRDFANFQGII^SSV 

ECVKSTWDLIRLYLHESNRVYRDKMVEEKDFDL 

FDKIQTEVLKKTFDDIEDPVEQTQSPNLYCHFAN 

GIGEPKYMPVQSWELLTQTLVEALENHNEVNTV 

MDLVIi'EDAMRHVCHINRILESPRGNALLVGVG 

GSGKQSLTRLAAFISSMDVFQITLRKGYQIQDFK 

MDIASLCUCAGVKNLNTWLMTDAOVADERFL 

VLINDLLASGEIPDLYSDDEVENnSNVKNEVKSQ 

GLVDNRENCWKFFIDRJRRQLKVTLCFSPVGNKL 

RVRSRKEPAIVNCTAIHWFHEWPQQALESVSLRF 

LQNTEGIEPTVKQSISKFMAFVHTSVNQTSQSYLS 

NEQRYNYTTPKSFLEFIRLYQSLLHRHRKELKCK 

TERLENGLLKLHSTSAQVDDLKAKLAAQEVELK 

QKNEDADKLIQWGVETDKVSREKAMADEEEQ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A a Alanlne C-Cysteine, D=Aspartic Add, 
E~Glutamic Add, ^Phenylalanine, G=Glydne, EMffistidine, 
Islsoleudne, K B Lyslne, LriLeudne, M=Methlonine, 
N=Asparagine, P-Proline, Q=Glutamine, R*>Arginioe, S=Serine, 
T^Threonine, V»Valine, W«Tryptophan t Y«Tyrosine, 
X-TJn known, *=Stop codon, /"possible nndeotide deletion, 
\=possibIe nudeotide insertion 










KVAVIMLEVKQKQKDCEEDLAKAEPALTAAQA 

ALNTLNKTNLTEIXSFGSPPI^VSNVSAAVMVL 

MAPRGRVPKDRSWKAAKVTMAKVDGFLDSLIN 

FNKENIHENCLKAIRPYLQDPEFNPEFVATKSYA 

AAGLCSWVINIVRFyEVFCDVEPKRQALNKATA 

DLTAAQEICIAAIKAKIAHLNENLAKLTARFEKA 

TADKLKCQQEAEVTAVHSLANRLVGGLASENV 

RWADAVQNFKQQERTLCGDILLITAFISYLGFFT 

KKYRQSLLDRTWRPYLSQLKTPIPVTPALDPLRM 

LMDDADVAAWQNEGLPADRMSVENATELINCE 

RWPLMVDPQLQGIKWIKNKYGEDLRVTQIGQKG 

YLQIIEQALEAGAVVLIENLEESIDPVLGPLLGRE 

VIKKGRFIKIGDKECEYNPKFRLILHTKLANPHYQ 

PELQAQATLINFTVTRDGLEDQLLAAVVSMERP 

DLEQLKSDLTKQQNGFKTTLKTLEDSLLSRLSSAS 

GNFLGETVL VENLEITKQTAAE VEKK V QE AKVT 

EVKINEAREHYRPAAARASLLYFIMNDLSKIHPM 

YQFSLKAFSIVFQKAVERAAPDESLRERVANLID 

SITFSVYQYmGLFECDKLTYLAQLTFQILLMNR 

EVNAVELDFLLRSPVQTGTASPVEFLSHQAWGA 

VKVLSSMEEFSNLDRDIEGSAKSWKKFVESECPE 

KEKLPQEWKNKTALQRLCMLRAMRPDRMTYAL 

RDFVEEKLGSKYWGRALDFATSFEESGPATPMF 

FILSPGVDPLKDVESQGRKLGYTFNNQNFHNVSL 

GQGQEWAEAALDLAAKKGHWVILQNTLEMCS 

RETEFKSILFALCYFHAWAERRKFGPQGWNRSY 

PFNTGDLTISVNVLYNFLEANAKVPYDDLRYLFG 

EIMYGGHITDDWDRRLCRTYLGEFIRPEMLEGEL 

SLAPGFPLPGNMDYNGYHQYIDAELPPESPYLYG 

LHPNAEIGFLTQTSEKLFRTVLELQPRDSQARDG 

AGATREEKVKALLEEILERVTDEFNIPELMAKVE 

FPTPVTVVAPnTHi^fiPMMTT TTRFTOR*?! RFT FT Cr\ K 
jjfXvi ruv v at ^j&ouxsjyjiNiXi i is^iv<xvoijivj-fijj-/ijVjijrw 

GELTMTSHMENLQNALYFDMVPESWARRAYPS 

TAGLAAWFPDLLNRKELEAWTGDFTMPSTVWL 

TGFFNPQSFLTAIMQSTARKNEWPLDQMALQCD 

MTFGKNREEFRSPPREGAYIHGLFMEGACWDTQA 

GIITEAKLKDLTPPMPVMFIKAIPAD\RQDCGHVY 

SCPVTKTSQVRDPTYVWTFNLKTKENPSKWVLA 

GVALLLQI 


3510 


A 


390 


3330 


AAGSGSRPPAPAARKMADLAECNDCVMCRFRPL 

NESEVNRGDKYIABCFQGEDTWIASKPYAFDRVF 

QSSTSQEQVYNDCAKKIVKDVLEGYNGTIFAYG 

QTSSGKTHTMEGKLHDPEGMGI1PRIVQDIFNYIY 

SMDENLEFHIKVSYFEIYLDKIRDLLDVSKTNLSV 

HEDKNRVPYVKGCTERFVCSPDEVMDTIDEGKS 

NRHVAVTNMNEHSSRSHSIFLINVKQENTQTEQK 

LSGKLYLVDLAGSEKVSKTGAEGAVLDEAKNIN 

KSLSALGNVISALAEGSTYWYRDSICMTRILODS 

LGGNCRTTI\aCCSPSSYNESETKSTLLFGQRAKTI 

KNWCVNVELTAEQWK^ 

QWLENELNRWRNGETVPIDEQFDKEKANLEAFT 

VDKDITLTNDKPATAIGVIGNFTDAERRKCEEEIA 

KLYKQLDDKDEEINQQSQLVEKLKTQMLDQEEL 

LASTRRDQDNMQABLNRLQAENDASKEEVKEV 

LQALEELAVNYDQKSQEVEDKTKEYELLSDELN 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to lost amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A= Alanine OCysteine, D=Aspartic Acid, 
E=Glatamic Add, (^Phenylalanine, G^GIydne, BHSistidine, 
I«Isoleucine, K=Lysine, L^Leucine, M«Methionine, 
N^Asparagine, P«Proline, Q-GJutamine, R«Arginine, S=«eriae, 
"^Threonine, V=Valine, W=Tryptophan, Y^rosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
V=p05sible nucJeotide insertion 










qksatlasidaelqklkemtnhqkkraaemma 
sllkdlaeigiavgnndvkqpegtgmideeftva 
rlyiskmksevktmvkrc^qlestqtesnkkme 
enekelaacqlrisqheakikslteylqnveqkk 
rqleesvdalseelvqlraqekvhemekehlnk 
vqtanevkqaveqqiqshrethqkqisslrdeye 

AKAKLITDLQDQNQKMMLEQERLRVEHEKLKA 

TDQEKSRKLHELTVMQDRREQARQDLKGLEETV 

AKELQTLHNLRKLFVQDLATRVKKSAEIDS\DDT 

GGSAAQKQKISFLENNLE\QLTKSAQTSWYRDNA 

DLRCELPKLEBCRLRATAERVKALESALKEAKEN 

ASRDRKRYQQEVDRIKEAVRSKNMARRGHSAQI 

AKPIRPGQHPAASPTHPSAIRGGGAFVQNSQPVA 

VRGGGGKQV 


3511 


A 


1 


1757 


MASVQASRRQWCYLCDLPKMPWAMVWDFSEA 

VCRGCVNFEGADRIELLIDAARQLKRSHVLPEGR 

SPGPPALKHPATKDLAAAAAQGPQLPPPQAQPQP 

SGTGGGVSGQDRYDRATSSGRLPLPSPALEYTLG 

SRLANGLGREEAVAEGARRALLGSMPGLMPPGL 

LAAAVSGLGSRGLTLAPGLSPARPLFGSDFEKEK 

QQRNADCLAELNEAMRGRAEEWHGRPKAVREQ 

L1ALSACAPFNVRFKKDHGLVGRVFAFDATARP 

PGYEFELKLFTEYPCGSGNVYAGVLAVARQMFH 

DALREPGKALASSGFKYLEYERRHGSGEWRQLG 

ELLTDGVRSFREP AP AEALPOO YPEP AP AALCGP 

■ r 1 i U X T Awl XXXJX A XX JT X JL«f J X 1 *X \^ X X X*fX AKX JX^TX £*J^^\JX 

PPRAPSRNLAPTPRRRKASPEPEGEAAGKMTTEE 

QQQRHWVAPGGPYSAETPGVPSPIAALKNVAEA 

LGHSPKDPGGGGGPVRAGGASPAASSTAQPPTQ 

HRLVARNGEAEVSPTAGAEAVSGGGSGTGATPG 

APLC\CTLCRERLEDTHFVQ\CPPVPEHECFCFPCSR 

KFDCAQGPAGEWYCPSGDKCPLVGSSVPWAFMQ 

GEIATILAGDIKVICKERDP 


3512 


A 


3 


1994 


NTNSSSVTNSAAGVEDLNIVQVTVPDNEKERLSS 

IEKHCQLREQVNDLFSRKFGEA1GVDFPVKVPYR 

KITFNPGCVVIDGMPPGWFKAPGYLEISSMRRIL 

EAAEFIKFTVTRPLPGLELSNGEYSTVGKRKIDQE 

GRVFQEKWERAYFFVEVQNISTCLICKRSMSVSK 

EYNLRRHYQTNHSKHYDQYMERMRDEKLHELK 

KGLRKYLLGLSDTECPEQKQVFANPSPTQKSPVQ 

PVEDLAGNLWEKLREKIRSFVAYSIAIDEITDINN 

TTQLAIFIRGVDENFDVSEELLDTVPMTGTKSGN 

EIFSRVEBCSLKNFCINWSKLVSVASTGTPPMVDA 

NNGLVTKLKSRVATFCKGAELKSICCUHPESLCA 

Q\KLKMDHVMDVVVKSVNWICSRGLNHSEFTTL 

LYELDSOYGSLLYYTEIKWLSRGLVLKRFFESLE 

EIDSFMSSRGKPLPQLSSIDWIRDLAFLVDMTMH 

LNALMSLQGHSQIVTQMYDLIRAFLAKLCLWET 

HLTR2WLAHFPTLKLVSRNESDGLNYIPKIAELK 

TEFQKRLSDFKLYESELTLFSSPFSTIODSVHEELQ 

MEVIDLQCNTVLKTKYDKVGIPEFYICYLWGSYP 

KYKHHCAKILSMFGSTYICEQLFSIMKLSKTKYC 

SQLKDSQWDSVLHIAT 


3513 


A 


1836 


513 


FKSLLSVKWFCFSILVLIFLGTRCYWEMTQSRPSP 
DPHRGRWEGGRSRPKGGEEGRRRTRVPGLVTAS 
GPGNPLPDRLGEMAGGRHRRWGTLHLLLLVAA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A=AJanine OCystelne, D=As parti c Add, 
E=Clutamic Add, ^Phenylalanine, G^GIydne, H^Histidine, 
Msolendoe, K-Lysine, L^Leudne, M«=Metbionine, 
N»Asparagine, P^ProIine, Q=Glutamine, R=»Arginine, S-Serlne, 
^Threonine, V«Valine, W=Tryptophan, Y-^yroslne, 
X«=TJnknown, *=Stop codon, /"possible nucleotide deletion, 
^possible nucleotide insertion 










LPWASRGVSPSASAWPEEKNYHQPAILNSSALRQ 

IAEGTSISEMWQNDLQPLLffiRYPGSPGSYAARQ 

PflMQRIQRLQADWVLEIDTFLSQTPYGYRSFSNn 

STI NPTAKRHT VI A CHYDSTC YFSTTOANTtfR VWG 

ATDSAWCAMMLELARALDKKLLSLKTVSDSKP 

DLSLQLIFFDGEEAFL1WSPQDSLYGSRHLAAKM 

ASTPHPPGARGTSQLHGMDLLVLIJDLIGAPNPTF 

PNFFPNSARWFERLQAIEHELHELGLLKDHSLEG 

RYFQNYSYGGVIQDDHIPFLRRGVPVLHLIPSPFP 

EVWHTMDDNEENLDESTIDNLNKILQVFVLEYL 

HL 


3514 


A 


1836 


513 


FKSLLSVKWFCFSILVLIFLGTRCYWEMTQSRPSP 

DPHRGRWEGGRSRPKGGEEGRRRTRVPGLVTAS 

GPGNPLPDRLGEMAGGRHRRWGTLHLLLLVAA 

LPWASRGVSPSASAWPEEKNYHQPAILNSSALRQ 

17UEGTSISEMWQNDLQPLUERYPGSPGSYAARQ 

HIMQRIQRLQADWVLEIDTFLSQTPYGYRSFSNn 

0 1 i_<lN r i /VTvJVrijL/ V LjJW^xx x XJOx\. I r Oxl W UN iNIv v r V VJ 

ATDSAVPCAMMLE1ARALDKKLLSLKTVSDSKP 

DLSLQLIFFDGEEAFU1WSPQDSLYGSRHLAAKM 

ASTPHPPGARGTSQLHGMDLLVLLDLIGAPNPTF 

PNFFPNSARWFERLQA1EHELHELGLLKDHSLEG 

RYFQNYSYGGVIQDDHIPFLRRGVPVLHLIPSPFP 

EVWHTMDDNEENLDESTID^ 

HL 


3515 

r 


A 


114 


754 


LCRDLTTTMSSKRTKTKTKKRPQRATSNVFAMF 

DQSQIQEFKEAFN^QNRDGFIDKEDLHDMLAS 

LGKNPTOEYLDAMM^ 

LNGTDPEDVIRNAFACFDEEATGTIQEDYLRELL 
TT\MGDRF\TDE\EVDELYREAPI\DKKGGIFNYM 
FTRHLETGGPKDKDDRKTTFQIPSPNVPWLATFG 
VlFLEIFLLHGP 


3516 


A 


1 


5169 


MAAAPSALLLLPPFPVLSTYRLQSRSRPSAPETDD 

SRVGGIMRGEKNYYl^GAAGDHGSCmTSPLA 

SALLMPSEAVSSSWSESGGGLSGGDEEDTRLLQL 

LRTARDPSEAFQALQAALPRRGGRLGFPRRKEAL 

YRALGRVLVEGGSDEKRLCLQLLSDVLRGQGEA 

GQLEEAFSLALLPQLWSLREENPALRKDALQIL 

HICLKRSPGEVLRTLIQQGLESTDARLRASTALLL 

PILLTTTOLLLGLDLTEVnSLARKLGDQETEEESE 

TAFSALQQIGERLGQDRFQSYISRLPSALRRHYN 

RRLESQFGSQVPYYLELEASGFPEDPLPCAVTLS 

NSNLKFGHPQELHSRLLDQEDYKNRTQAVEELK 

QVLGKFNPSSTPHSSLVGRSLLYNLLDDSNFKW 

HGTI^VLrlIXVIlU,GEQVQQFLGPVIAASVKVLA 

DNKLVIKQEYMKn^KUvlOVGPQQVLCLLLEH 

LKHKHSRVREEVVNICICSLLTYPSEDFDLPKLSF 

DLAP ALVDSKRRVROAALEAFAVLASSMGSGKT 

SILFKAVDTVELQDNGDGVMNAVQARLARKTLP 

RLTEQGFVEYAVLMPSSAGGRSNHLAHGADTD 

WLLAGI^TQSAHCHCGDHVRDSMHIYGSYSPTI 

CTRRVLSAGKGKNKLPWENEQPGIMGENQTSTS 

KDffiQFSTYDFIPSAKLKLSQGMPVNDDLCFSRK 

RVSRNLFQNSRDFNPDCLPLCAAGTTGTHQTNLS 

GKCAQLGFSQICGKTGSVGSDLQFLGTTSSHQEK 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
seqaence 


Amino acid sequence (A-Alanine OCystelne, D=>Aspartic Acid, 
E=*Glutamic Acid, ^Phenylalanine, G«=Glycine, H-Hlstidine, 
I=Isoleucine, K=Lyslne, L=Leucine, M«Methionine, 
N^Asparagine, P-Proline, Q^GlutamJne, R-Arglnine, S=Serine, 
T^Threonine, V«Vallne» W^Tryptophan, Y^Tyrosine, 
X«Unknown, *=Stop codon, /"possible nucleotide deletion, 
possible nucleotide Insertion 










VYASLOTGSKTQQTFGSQTECTSSNGQNPSPGAY 

ILPSYPVSSPRTSPKHTSPLnSPKKSQDNSVNFSNS 

WPLKSFEGLSKPKSHRRSLSAQKSS\DPTGRVNHG 

\ENSQEKPPWQLTPAL\VRSPSSRRGLNGTKPVPPI 

P\RGISLLPDKADLSTVGHKKKEPDDIWKCEKDS 

LPIDLSELNFKDKDLDQEEMHSSLRSLRNSAAKK 

RAKLSGSTSDLESPDSAMKLDLTMDSPSLSSSPNI 

NSYSESGVYSQESLTSSLSTTPQGKIOMSDIFPTFG 

SKPCPTRLSSAKBCKISHIAEQSPSAGSSSNPQQISS 

FDFITTKALSEDSVVVVGKGVFGSLSSAPATCSQ 

S\aSSVl^GDTFSIKQSrePPSGIYGRSVQQNISSYL 

DVENEKDAKVSISKSTYKECMRQKRKEEKELFHN 

KDCEKKEKNSWERMRHTGTEKMASESETPTGAI 

SQYKERMPSVTHSPEIMDLSELRPFSKPEIALTEA 

LRLLADEDWEKKIEGLNFIRCLAAFHSEILNTKL 

HETNFAWQEVKNLRSGVSRAAWCLSDLFTYL 

KKSMDQELDTTVKVLLHKAGESNTFIREDVDKA 

LRAMVNNVTPARAWSLINGGQRYYGRKMLFF 

MMCHPNFEKMLEKYVPSKDLPYIKDSVRNLQQK 

GLGEEPLDTPSAKGRRSHTGSVGNTRSSSVSRDA 

T7XJC A T3T> A VTOl/P T3VTP V CVIXDXTCT CCA T7VT VI TT 

GLLNAKDFRDRINGJKQLLSDTENNQDLWGNIV 

KFDAFKSRLHDSNSKVNLVALETMHKMIPLLRD 

HLSPimMLlPAIVDNNLNSKNPGIYAAATNVVQA 

LSQHVDNYLLLQPFCTKAQFLNGKAKQDMTEKL 

ADIVTELYQRKPHATEQKVLWLWHLLGNMTN 

SGSLPGAGGNIRTATAKLSKALFAQMGQNLLNQ 

AASQPPHIKKSLEELLDMTILNEL 


3517 


A 


1449 


252 


QDLKPVLDREYLAIYLKMVFFTCNACGESVKKI 

QVEKHVSVCRNCECLSCIDCGKDFWGDDYKNH 

VKCISEDQKYGGKGY/EKVKTrlKGD/ASKQQAW 

IQKISELDORPNVSPKVRELLEQISAFDNVPQVKK 

AICFQNWMKNSLKVHNESBLDQVWNIFSEASNSE 

pvisnfPnnn'RPT wpvaisjpwaft^tk'vpa wvktia 

VEQQGEVKKNKRERKEERQKK^ 

iNTIQl^Sl^QKPKXRKKGQEADLEAGGEEVPEA 

NGSAGKRSKKKKQRKDSASEEEARVGAGKRKR 

RHSKVETDSKKKKMKLPEHPEGGEPEDDEAPAK 

GKFNWKGTIKAILK^^ 

YTVTDEI^SEEELLVIrmKISKlNTTFKLLKDK 
VKLVK 


3518 


A 


3 


635 


APDSNARNDHFDACSLRVQAGLSSAGPALGNSG 

1AAXMASPSKAVIWGNGGGDVTTHGWYGWVK 

KELEKIPGFQCLAKNMPDPITARES1WLPFMETEL 

HCDEKTIHGHSSGAIAAMRYAETHRVYAIVLVSA 

YTSDLGDl^RASGYFTRPWQWEKIKANCPYIV 

QFGSTDDPl^PWKEQQEVADVSWKPNCTNSLTV 

ATFRTQSFMN 


3519 


A 


81 


2277 


Vl^TRREMAMAMSDSGASRLRRQLESGGFEARL 

YVKQLSQQSDGDRDLQEHRQRIQALAEETAQNL 

KJWVYQNYRQFmTAMISYLESEMYQLSHLLTE 

QKSSLESIPLTLLPAAAAAGAAAASGGEEGVGGA 

GGRDHLRGQAGFFSTPGGASRDGSGPGEEGKQR 

TLT1XLEKVEGCRHLLETPGQYLVYNGDLVEYD 

ADHMAQLQRVHGFLMNDCLLVATWLPQRRGM 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCysteine, D»Asparuc Acid, 
E=Glutamic Acid, ^Phenylalanine, OGlycine, H^Hlstidlne, 
I^Isoleudne, KpLyslne, Lr=Leudne, M=>Methionine, 
N=Asparaglne,P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
Threonine, V=Vallne f W=Tryptophnn, Y=Tyrosine, 
X»Unknown, *«Stop codon, /^possible nudeotide deletion, 
\=posslble nudeotide insertion 










YRYNALYSLDG1AVVNVKDNPPMKDMFKLLMF 

PENRIFQAENAKIKREWLEVLEDTKRALSEKRRR 

EQEEAAAPRGPPQVTSKATNfPFEDDEEEEPAVPE 

VEEEKVDLSMEWIQELPEDLDVCIAQRDFEGAV 

DLLDKLNHYLEDKPSPPPVKELRAKVEERVRQL 

TEVLVFELSPDRSLRGGPKATRRAVSQLIRLGQC 

TKACELFIJINRAAAVHTAIRQLRIEGATLLYIHK 

LCHWFTSLLETAREFEIDFAGTDSGCYSAFVVW 

ARSAMGMFVDAFSKQVFDSKESLSTAAECVKVA 

KEHCQQLGDIGLDLTFnHALLVKDIQGALHSYK 

EIHEATKHRNSEEMWRRMNLMTPEALGKLKEE 

MKSCGVSNFEQYTGDDCWVNLSYTVVAFTKQT 

MGFLEEALKLYFPELHMVLLESLVE11LVAVQHV 

DYSLRCEQDPEKKAFIRQNASFLYETVL\PWEK 

RFEEGVGKPAKQLQDLRNASRLIRVNPESTTSW 


3520 


A 


1706 


540 


FVAHLAWPWRADGDMEDGVLNEGFLVKRGHIV 

HNWKARWFILRQNTLWYKLEGGRRVTPPKGRI 

LLDGCTTTCPCLEYENRPLLIKLKTQTSTEYFLEA 

CSREE/RRDAWAFEMTGAIHAGQARGKVQQLHS 

LRNSFKLPPHISLHRWDKMHDSNTGIRSSPNMEQ 

GSTYKKTrXGSSLVDWLISNSFTASRLEAVTLAS 

MLMEENFLRPVGVRSMGAIRSGDLAEQFLDDST 

ALYTTAESYKKKISPKEEISLSTVELSGTVVKQGY 

LAKQGffl<RKNWKVRRFVLRKDPAFLHYYDPSK 

EENRPVGGFSLRGSLVSALEDNGVPTGVKGNVQ 

GNLFKVTTK\DDTHYYIQA\SSKAE\RAE\WIGSLS 

KSLNMNKDPEGTPDSLPSLPR 


3521 


A 


3 


3063 


HASVSLSLGCPRPCADTPGPQPQPMDLRVGQRPP 

VEPPPEPTLLALQRPQRLHHHLFLAGLQQQRSVE 

PMRVKMELPACGATLSLVPSLPAFSIPRHQSQSST 

PCPFLGCRPCPQLSMDTPMPELQEAPQEQELRQL 

LHKDKSBCRSAVASSVVKQKLAEVILKKQQAALE 

RTVHPNSPGIPYRTLEPLETEGATRSMLSSFLPPV 

PSLPSDPPEHFPLRKTVSEPNLKLRYKPKKSLERR 

KNPLLRKESAPPSLRRRPAETLGDSSPSSSSTPAS 

GCSSPNDSEHGPNPILGSEALLGQRLRLQETSVAP 

FALPTVSLLPAITLGLPAPARADSDRRTHPTLGPR 

GPILGSPHTPLFLPHGLEPEAGGTLPSRLQPILLLD 

PSGSHAPLLTVPGLGPLPFHFAQSLMTTERLSGSG 

LHWPLSRTRSEPLPPSATAPPPPGPMQPRLEQLKT 

HVQVIKRSAKPSEKPRLRQIPSAEDLETDGGGPG 

QVVDDGLEHRELGHGQPEARGPAPLQQHPQVLL 

WEQQRLAGRLPRGSTGDTVLLPLAQGGHRPLSR 

AQSSPAAPASLSAPEPASQARVLSSSETPARTLPF 

TTGLIYDSVMLKHQCSCGDNSRHPEHAGRIQSIW 

SRLQERGLRSQCECLRGRKASLEELQSVHSERHV 

LLYGT^LSRLKLDNGBCLAGLLAQRMFVMLPCG 

GVGVDTDTIWNELHSSNAARWAAGSVTDLAFK 

VASRELKNGFAVVRPPGHHADHSTAMGFCFFNS 

VAIACRQLQQQSKASKILIVDWDVHHGNGTQQT 

FYQDPSVLYISLHRHDDGNFFPGSGAVDEVGAGS 

GEGFNVNVAWAGGLDPPMGDPEYLAAFRIWM 

PIAREFSPDLVLVSAGFDAAEGHPAPLGGYHVSA 

KCFGYMTQQLMNLAGGAWLALEGGHDLTAIC 

DASEACVAALLGNRVDPLSEEGWKQKPNLNAIR 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide 

tnrarinn 

IUUIUU11 

corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 
nucleotide j 
location 

o niwpsnn n A f no 

lit/* 1 CS|JUIlUIllg 

to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanlne (^Cysteine, D»Aspartic Add, 
E-Glntamic Add, F-Pbenylalanine, G^Glydne, H«Hlstidine, 
I-IsoJeudne, K«LysJne, L»Leudne, M«*Methionine, 

rt^YUipiirBgmC) ***** ruuiic, \^***\jium nunc, tt n Aip Qin c, o^oenncj 

T^Threonine, V=Valine, W«Tryptophan, Y^yrosine, 
X=Unknown, *=Stop codon, /^possible nudeotide deletion, 
\=possible nudeotide insertion 










SLEAWIRVHSKYWGCMQRLASCPDSWVPRVPG 
ADKEEVEAVTALASLSVGTLARDRPSKOT VFFFF 
PMNL 


3522 


A 


9 


602 


KMAALGEPVRLERDICRAIELLEKLQRSGEVPPQ 
KLQALQRVLQSEFCNAVREVYEHVYETVDISSSP 
EVRANATAKATVAAFAASEGHSHPRWELPKTE 
EGLGFNIMGGKEQNSPIYISRIIP/GGIADRHGGLK 
RGDQLLSVNGVSVEGEHHEKAVELLKAAQGKV 
KLVVRYTPKVLEEMESRFEKMRSAKRRQQT 


3523 


A 


645 


1465 


IMAETSLLEAGASAASTAAALENLQVEASCSVCL 

PVT k r T?PVTTPPniTKJT'PT<r A PTTP WWCHT PPTMypPP 
H I LdbJir V JJJBwurLINX 1 L*iVri\^l 1 JV W W IlL/LiEtlsJJr rLr 

VCRKTSRYRSLRPNRQLGSMVEIAKQL\RPSSGRS 
GMRASAPQHHEALSLFCYEDQEAVCLICAISHTH 
RAHTWPLDDATQEYKEBvLQKCLEAVLNQKLQEI 
TRCKS SEEKKPGELKRLVESRRQQELREFEELHRR 
LDEEQQVLLSRLEEEEQDILQRLRENAAHLGDKR 
RDLAHLAAEVEGKCLQSGFEMLKVRPLPLHSPS 

VJ 


3524 


A 


3 


698 


PMVRHEAGEALGAIGDPEVLE3LKQYSSDPVIEV 

AETCQLAVRRLEWLQQHGGEPAAGPYLSVDPAP 

PAEERXDVGRLREALLDESRPLFERYRAMFALRN 

AGGEEAALALAEGLHCGSALFRHEVGYVLGQLQ 

HEAAVPQLAAALARCTENPMVRHECAEALGAIA 

RPACLAALQAHADDPERWRBSCKVALDMYEH 

ETGRAFQYADGLEQLRGAPSLGPNPHPELPEDS 




A 


1AS9 




SSGFRDAEPLLLSCPGRNEPLKKERLKWKSDYP 

MTDGQLRSKRDEFWDTAPAFEGRKEIWDALKA 

AAYAAEANDHELAQAILDGASITLPHGTLCECY 

DELGNRYQLPIYCXSPPVNLLLEHTEEESLEPPEP 

PPSVRREFPLKVRLSTGKDVRLSASLPDTVGQLK 

RQLHAQ^GTPKPSWQRWFFSGKLLTDRTRLQEt 

KIQKDFVIQVnNQPPPPQD 


3526 


A 


123 


3441 


PGNEGLGLAADHNEDLGHLSADAPWPAVTMAP 

RKRSHHGLGFLCCFGGSDIPEINLRDNHPLQFME 

FSSPDPNAEELN1RFAELVDELDLTDKNREAMFAL 

PPEKKWQIYCSKKKEQEDPNKLATSWPDYYIDRI 

NSMAAMQSLYAFDEEETEMRNQWEDLKTALR 

TQPMRFVTRFIELEGLTCLLNFLRSMDHATCESRI 

HTSLIGCIIALMNNSQGRAHVLAQPEAISTIAQSL 

RTENSKTKVAVLEILGAVCLVPGGHKKVLQAML 

HYQVYAAERTRFQTLLNELDRSLGRYRDEVNLK 

TAIMSFINAVLNAGAGEDNLEFRLHLRYEFLMLG 

IQPVIDKlilQHENAILDKHLDFFEMVRNEDDLEL 

ARRFDMVHIDTKSASQMFELIHKKLKYTEAYPC 

LLSVLHHCLQMPYKRNGGYFQQWQLLDRILQQI 

VLQDERGVDPDLAPLENFNVK>HVNMLINENEV 

KOWRDOAEKFRKEHMELVSRLERKERECETKTL 

A^V^ VT AW ^nuiM AVIV 1 < 1 XAT 1 1, it J T *JXXJL * I^XVXVJ rfXVl JX—fXJ X X^ X i-J 

EKEEMMRTVLNKMTO 

ELVAQLSELSTGPVSSPPPPGGPLTLSSSMTTNDL 
PPPPPPLPFACCPPPPPPPLPPGGPPTPPGAPPCXG 
MGLPl^QDPYPSSDWLRKKRVPQPSHPLKSFNW 
VKLNEERWGT\OtfNElb 

FSAYQRHQELITNPSQQKELGSTEDIYLASRKVK 
ELSVIDGRRAQNCnLLSKL^ 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
'sequence 


Amino acid sequence (A»Alanf ne OCysteine, D»Aspartic Add, 
E-Glutaraic Add, ^Phenylalanine, G=Glycine, H~Histidlne, 
I^Isoleucine, K»Lysine, L^Leudne, M=Methionine, 
N=Aaparagine, P-Proline, Q=Glutamine, R=Arginine, S^Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y«Tyrosine, 
X«Unknown, *«Stop codon, /^possible nudeotide ddtUon, 
\=possiblc nudeotide insertion 








i 


EQEDLAKDMLEQLLKFIPEKSDIDLLEEHKHEIER 
MARADRFLYEMSRIDHYQQRLQALFFKKKFQER 
LAEAKPKVEAILLASRELVRSKRLRQMLEVILAI 

fi>JT7M>Jl£nnPfW»A VfrFPVA^T \TK7ATYTK' QQTTYP'M 
V-JIN r iViiN JNAJ l^XvVjVJ/i X vJFX\. V /lOJL/XNlvLriJL/ X IVO OiUXvlN 

ISLLHYL1MILEKHFPDELNMPSELQHLPEAAKVN 

LAELEKEVGNLRRGLRAVEVELEYQRRQVREPS 

DKFVPVMSDFITVSSFSFSELEDQLNEARDKFAK 

ALMHFGEHDSKMQPDEFFGIFDTFLQAFSEARQD 

LEAMRRRKEEEERRARMEAMLKEQRERERWQR 

QRKVIAAGSSLEEGGEFDDLVSALRSGEVFDKD 

LCKLKRSRKRSGSQALEVTRERAINRLNY 


J 327 


A 


1/1 AS 
1443 


/14 


MEKTAVAAEVLTEDCNTGEMPPLQQQIIRLHQE 

LGRQKSLWADVHGKLRSHH)ALREQNMELREKL 

RALQLQRWKARKKSAASPHAGQESHTLALEPAF 

GKISPLSADEETEPKYAGHKN\QSGHSSWGQRSSS 

NNSAPPKPMSLKIERISSWKTPPQENRDKNLSRR 

RQDRRATPTGRPTPCAERRGWSEDGKVASDTCV 

TLHWPLGKFRFR 


3528 


A 


484 


1777 


RJSKIQVYYSTGYSSRKMNPTLGLAIFLAVLLTVK 

GLLKPSFSPR>TiTCALSEVQGWKQRMAAKELAR 

QNMDLGFKLLKKLAFraPGRNIFLSPLSISTAFS 

MLCLGAQDSTLDEDCQGFNFRKMPEBCDLHEGFH 

YIIHELTQKTQDLKLSIGNTLFIDQRLQPQRKFLE 

GKINNLIENIDPGTVMLLANYIFFRARWKHEFDP 

NVTKEEDFFLEKNSSVKVPMMFRSGIYQVGYDD 

KI^CTILEIPYQKNITAMLPDEGKLKHLEKGLQV 

DTFSRWKTLLSRRWDVSVPRLHMTGTFDLKKT 

LSYIGVSKIFEEHGDLTKIAPHRSLKVGEAVNKA 

ELKMDERGTEGAAGTGAQTLPMETTLVVKE)KP 

YLLL1YSEKIPSVLFLGKIVNPIGK 


3529 


A 


1 


5684 


VSSVSHENPTEVFEDGENPPSSRSSESGFTEFIQY 

QADRTDDEDRELSEGQGAAAIPIGSTSSETETAST 

VGSEETDQTPSWTQGTATRSRKTAQKTAMQCC 

LEYVQQFLTRLINLYIIQNNSFSQSLATEHQGDLG 

REQGETSKWDRNSQGDVKEKNISKQKTSKEYLS 

AFLAACQLFLECSSFPVYIAEGNHTSELRSEKLET 

DCEHVQPPQWLQTLMNACSQASDFSVQSVAISL 

VMDLVGLTQSVAMVTGENINSVEPAQPLSPNQG 

RVAVVIRPPLTQGNLRYIAEKTEFFKHVALTLWD 

QLGDGTPQHHQKSVELFYQLHNLVPSSSICEDVI 

SQQLTHKDKKIRMEAHAKFAVLWHLTRDLHINK 

SSSFVRSFDRSLFIMLDSLNSLDGSTSSVGQAWL 

NQVLQRHDIARVLEPLLLLLLHPKTQRVSVQRV 

QAERYWNKSPCYPGEESDKHFMQNFACSNVSQ 

VQLITSKGNGEKPLTMDEIENFSLTVNPLSDRLSL 

T ^TQ^FTTPMVVSnFnT PDOOTPTT O^^n^fiPRn^^ 

LjxJ X OOCt 1 -LriVl V V OUT LJi-it J-Zv^V^llrjlLdiV^O OU JUVOyJJ 

AGDNLSYEVDPETVNAQEDSQMPKESSPDDDVQ 

QWFDL1CKWSGLEVESASVTSQLEIEAMPPKC 

SDIDPDEEHKIEDDSIQQSQNALLS1SIESSQFLSVS 

AEGGHECVANGISRNSSSPCISGTTHTLHDSSVAS 

IETKSRQRSHSSIQFSFKEKLSEKVSEKETIVKESG 

KQPGAKPKVKLARKKDDDKKKSSNEKLKQTSV 

FFSDGLDLENWYSCGEGDISEIESDMGSPGSRKSP 
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SEQD) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Aianine OCysteine, D=Aspartlc Add, 
E=Glutamic Add, ^Phenylalanine, G=Glydne, H^Hbtidine, 
I«Isoleudne, KHLysfne, l^Leudne, M»Methionine, 
N-Asparagine, P«Proline, Q=GIutamfne, R=Arginine, S°Serine, 
T«Threonine, V«Valine, W-Tryptophan, Y-^yrosine, 
X«TJuknown, *=Stop codon, A=possible nudeotide deletion, 
\ppossible nudeotide insertion 










NFNIHPLYQHVLLYLQLYDSSRTLYAPSAIKAILK 

TWIAFVNAISTTSVNNAYTPQLSLLQNLLARHRI 

SVMGKDFYSfflPVDSNHNFRSSMYIEILISLCLYY 

MRSHYPTHVKVTAQDLIGNKNMQMMSIEILTLL 

FTELAKVffiSSAKGFPSHSDMLSKCKVQKVILHC 

LLSSIFSAQKWHSEKMAGKNLVAVEEGFSEDSLI 

NFSEDEFDNGSTLQSQLLKVLQRLIV\LEHRVM\T 

EPEE\NETGFDFWS\DLEHISPHQPMTSLQYLHAQ 

SITCQGMFLCAVIRA\LHQHCACKMHPQWIGLrr 

STLPYMGKVLQRVVVSVTLQLCRNLDNLIQQYK 

YETGLSDSRPLWMASIIPPDMILTLLEGITAIIHYC 

LLPPTTQYHQLLVSVDQKHLFEARSGILSE.HMI 

MSSVTLLWSIIJSQADSSEKNrilAASASLTllNLG 

ATKNLRQQILELLGPISMNHGVHFMAAIAFVWN 

ERRQNKTTTRTKVIPAASEEQLLLVELVRSISVM 

RAETVIQTVKEVLKQPPAIAKDKKHLSLEVCML 

QFFYAYIQRIPVPNLVDSWASLLILLKDSIQLSLP 

APGQFLILGVLNEFIMKNPSLENKKDQRDLQDVT 

HKIVDAIGAIAGSSLEQTTWLRRNLEVKPSPK3M 

VDGTNLESDVEDMLSPAMETANITPSVYSVHAL 

TLLSEVLAHLLDMVFYSDEKERVIPIXVNIMHYV 

VPYLRNHSAHNAPSYRACVQLLSSLSGYQYTRR 

AWKKEAFDLFMDPSFFQMDASCVNHWRAIMDN 

LMTHDKTTFRDLMTRVAVAQSSSLNLFANRDVE 

LEQRAMLLKRLAFAIFSSEIDQYQKYLPDIQERLV 

WPTMITELVQVFLLMEQELTADEDISRTSGPSVA 

GLETTYTGGNGFSTSYNSQRWLNLYLSACKFLD 

LALALPSENLPQFQMYRWAFIPEASDDSGLEVRR 

QGIHQREFKPYVVRLAKLLRKRAKKNPEEDNSG 

RTLGWEPGHLLLTICTVRSMEQLLPFFNVLSQVF 

NSKVTSRCGGHSGSPILYSNAFPNKDMKLENHKP 

CSSKARQKIEEMVEKDFLEGMIKT 


3530 


A 


1 


5684 


VSSVSHENPTEVFEDGENPPSSRSSESGFTEFIQY 

QADRTDDIDRELSEGQGAAAIPIGSTSSETETAST 

VGSEETnQIPSVVTQGTATRSRKTAQKTAMQCC 

LEYVQQFLTRLINLYEQNNSFSQSLATEHQGDLG 

REQGETSKWDRNSQGDVKEKNISKQKTSKEYLS 

AFLAACQLFLECSSFPVYIAEGNHTSELRSEKLET 

DCEHVQPPQWLQTLMNACSQASDFSVQSVAISL 

VMDLVGLTQSVAMVTGENINSVEPAQPLSPNQG 

RVAWIRPPLTQGNLRYIAEKTEFFKHVALTLWD 

QLGDGTPQHHQKSVELFYQLHNLVPSSSICEDVI 

SQQLTHKDKKIRMEAHAKFAVLWHLTRDLHINK 

SSSFVRSFDRSLFMLDSLNSLDGSTSSVGQAWL 

NQVLQRHDIARVLEPLLLLLLHPKTQRVSVQRV 

QAERYWNKSPCYPGEESDKHFMQNFACSNVSQ 

LSTSSETIPMWSDFDLPDQQIEILQSSDSGCSQSS 

AGDNLSYEVDPETVNAQEDSQMPKESSPDDDVQ 

QVVFDLICKWSGLEVESASVTSQLEIEAMPPKC 

SDIDPDEETIKIEDDSIQQSQNALLSNESSQFLSVS 

AEGGHECVANGISRNSSSPCISGTTHTLHDSSVAS 

IETKSRQRSHSSIQFSFKEKLSEKVSEKETIVKESG 

KQPGAKPKVKLARKKDDDKKKSSNEKLKQTSV 
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SEQtD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
•location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D»Aspartic Add, 
E=Glutamlc Add, ^Phenylalanine, G=Glydne, H^Histidine, 
I^Isoleucine, KpLysine, L^Leudne, M s Methionine, 
N^Asparagtne, P«ProJJne, Q=GIutamlne, R=Arginine, S=Serine, 
T=Threonine, V«VaIine, W«Tryptophan, Y^Tyrosinc, 
X«Unknown, *«Stop codon, /-possible nudeotide deletion, 
^possible nudeotide insertion 










FFSDGLDLENWYSCGEGDISEIESDMGSPGSRKSP 

NFNIHPLYQHVLLYLQLYDSSRTLYAFSAIKAILK 

TOTIAFVNAISTTSVNNAYTPQLSLLQNLLARHRI 

SVMGICDFYSHIPVDSNHNFRSSMYIEILISLCLYY 

MRSHYPTHVKVTAQDLIGNRNMQMMSIEILTLL 

FIELAKVIESSAKGFPSHSDMLSKCKVQKVILHC 

LLSSIFSAQKWHSEKMAGKNLVAVEEGFSEDSLI 

NFSEDEFDNGSTLQSQLLKVLQRLIV\LEHRVM\T 

PEEVNETGFDFWSVDLEHISPHQPMTSLQYLHAQ 

SITCQGMFLCAVIRA\LHQHCACKMHPQWIGLIT 

STLPYMGKVLQRWVSVTLQLCRNLDNLIQQYK 

YETGLSDSRPLWMASIIPPDMILTLLEGITAIIHYC 

LLDPTTQYHQLLVSVDQKHLFEARSGELSILHMI 

MSSVT1XWSILHQADSSEKMT1AASASLTTINLG 

ATKNLRQQILELLGPISMNHGVHFMAAIAFVWN 

ERRQNKTTTRTKVIPAASEEQLLLVELVRSISVM 

RAETVIQTVKEVLKQPPAIAKDKKHLSLEVCML 

QFFYAYIQRIPVPNLVDSWASLLILLKDSIQLSLP 

APGQFLILGVLNEFIMKNPSLENKKDQRDLQDVT 

HKTVnDAIGAIAGSSLEQTTWLRRNLEVKPSPKIM 

VDGTNLESDVEDMLSPAMETANITPSVYSVHAL 

TLLSEVLAHLLDMVFYSDEKERVIPLLVNIMHYV 

VPYLRNHSAHNAPSYRACVQLLSSLSGYQYTRR 

A WKKEAFDLFMDPSFF QMD A S C VNH WRAIMDN 

LMTHDKTTFRDLMTRVAVAQSSSLNLFANRDVE 

LEQRAMLLKRLAFAIFSSEIDQYQKYLPDIQERLV 

ESLRLPOVPTLHSOVFLFFRVLLLRMSPOHLTSL 

WPTMITELVQVFLLMEQELTADEDTSRTSGPSVA 

GLETTYTGGNGFSTSYNSQRWLNLYLSACKFLD 

LALALPSENLPQFQMYRWAFIPEASDDSGLEVRR 

QGfflQREFKPYVVRLAKLLRKRAKKNPEEDNSG 

RTLGWEPGHLLLTICTVRSMEQLLPFFNVLSQVF 

NSKVTSRCGGHSGSPn^YSNAFPNKDMKLENHKP 

CSSKARQKIEEMVEKDFLEGMIKT 


3531 


A 


553 


2470 


LISPSPALSSQDPALSLKENLEDISGWGLPEARSK 

ESVSFBaDVAVDFTQEEWGQLDSPQRALYRDVM 

LENYQNLLALGPPLHKPDVISHLERGEEPWSMQ 

REVPRGPCPEWELKAVPSQQQGICKEEPAQEPIM 

ERPLGGAQAWGRQAGALQRSQAAP\GR\RTCHG 

LGRPWEEFPLRCPLFAQQRVPEGGPLLDTRKNV 

QATEGRTKAPARLCAGENASTPSEPEKFPQVRRQ 

RGAGAGEGEFVCGECGKAFRQSSSLTLHRRWHS 

REKAYKCDECGKAFTWSTNLLEHRRIHTGEKPFF 

CGECGKAFSCHSSLNVHQRIHTGERPYKCSACEK 

AFSCSSLLSMHLRVHTGEKPYRCGECGKAFNQR 

THLTRHHRJHTGEKP YQCGSCGKAFTCHS SLTVH 

EKIHSGDKPFKCSDCEKAFNSRSRLTLHQRTHTG 

EKPFKCADCGKGFSCHAYLLVHRRIHSGEKPFKC 

NECGKAFSSHAYLIVHRRIHTGEKPFDCSQCWKA 

FSCHSSLIVHQRIHTGEKPYKCSECGRAFSQNHCL 

IKHQKIHSGEKSFKCEKCGEMFNWSSHLTEHQRL 

HSEGKPLA1QFNKHLLSTYYVPGSLLGAGDAGLR 

DVDPIDALDVAKLLCWPPRAGRNFSLGSKPRN 


3532 


A 


3931 


317 


HRELQDSPSAEPPAGSMPLRHWGMARGSKPVGD 
GAQPMAAMGGLKVLLHWAGPGGGEPWVTFSES 
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SEQD) 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A-Alanine OCystdne, D=Aspartic Add, 
E°Glutamic Add, ^Phenylalanine, OGIydne, H=Histidine, 
I=Isoleucine, K«Lysine, L=Leudne, MHVf ethtonine, 
N^Asparagine, P~Prollne, Q^GIutamine, R«Arginine, S=Serine, 
'Mhreonlne, V«Valine, W«Tryptophan, Y^iyrosine, 
X-Unknown, *«=Stop codon, /"possible nudeotide deletion, 
V^poasible nudeotide insertion 










SLTAEEVCIHIAHKV GrrPPCFNLFALFDAQAQV 

WLPPNHILEIPRDASLMLYF\RHRFYSR\NWHGM 

NPREPAVYRCGPPGTEASSDQTAQGMQLLDPAS 

FEYLFEQGKHEFVNDVASLWELSTEEEIHHFKNE 

SLGMAFLHLCHLALRHGIPLEEVAKKTSFKDCIP 

RSFRRHIRQHSALTRLRIJINVFRRFLRDFQPGRLS 

QQMVMVKYLATLERLAPRFGTERVPVCHLRLLA 

QAEGEPCYIRDSGVAPTDPGPESAAGPPTHEVLV 

TGTGGIQWWPVEEEVNKEEGSSGSSGKNPQASL 

FGKKAKAHKAFGQPADRPREPLGAYFCDFRDIT 

HVGLKEHCVSIHRQDNKCLELSLPSRAAALSFVS 

LVDGYFRLTADSSHYLCHEVAPPRLVMSIRDGIH 

GPLLEPFVQAKLRPEDGLYLIHWSTSHPYRLILTV 

AQRSQAPDGMQSLRLRKFPIEQQDGAFVLEGWG 

RSFPSVRELGAALQGCLLRAGDDCFSLRRCCLPQ 

PGETSNLIIMRGARASPRTLNLSQLSFHRVDQKEI 

TQLSHLGQGTRTNVYEGRLRVEGSGDPEEGKMD 

DEDPLVPGRDRGQELRWLKVLDPSHHDIALAF 

YETASLMSQVSHTlIIAFVIIGVCrVUGPEKIMVTO 

YVEHGPLDVWLRRERGHVPMAWKMWAQQLA 

SALSYLENKNLVHGNVCGRN1LLARLGLAEGTSP 

FIKLSDPGVGLGALSREERVER1PWLAPECLPGG 

ANSLSTAMDKWGFGATLLEICFDGEAPLQSRSPS 

EKEHFYQRQHRLPEPSCPQLATLTSQCLTYEPTQ 

RPSFRTILRDLTRLQPHNLADVLTVNPDSPASDPT 

VFHKRYLKKIRDLGEGHFGKVSLYCYDPTNDGT 

GEMVAVKALKADCGPOHRSGWKOEIDILRTLYH 

EH1TKYKGCCEDQGEKSLQLVMEYVPLGSLRDYL 

PRHSIGI^QLLLFAQQICEGMAYLHAQHYIHRDL 

AA1WVIXDNDRLVKIGDFGLAKAVPEGHEYYRV 

REDGDSPVFWYAPECLKEYKFYYASDVWSFGVT 

LYELLTHCDSSQSPPTKFLELIGIAQGQMTVLRLT 

ELLERGERLPRPDKCPCEVYHLMKNCWETEASF 

RFIFENL1P1LKTVHEKYQGQAPSVFSVC 


3533 


A 


182 


3465 


FRWIJDFFRGSINSQFEFGRKXENMT^ 

EHAEYDTQVKEIRAQLTEQMKCLDQQCELRVQL 

LQDLQDFFRKKAEIEMDYSRM.EKLAERFLAKT 

RSTKDQQFKKDQNVLSPVNCWNLLLNQVXRES 

RDHTTLSD1YLNNI1PRFVQVSEDSGRLFKXSKEV 

GQQLQDDLMKVL>nBLYSVMKTYHMYNADSISA 

QSKLKEAEKQEEKQIGKSVKQEDRQTTRSPDSTA 

NVRIEEiafVnUlSSVKKffi 

kaikarotyllai^atnasvttcyyihdlsdlidq 

ccdlgyhaslnralrtflsaelnleqskhegld 

aienavenldatsdkqrlmeivdynwfcppmkfe 

fqphmgdmasqlcaqqpvqsellqrclqlqsrl 

stlkieneevkktn1eatlqtiqdivtvedfdvsd 

cfqysnsiviesvi^tvset™si^siakrran^ 

teqfyrthkmkeylegrnlitlclqakhdllqktl 

gesqrtocslarrsstvrkqdssqaiplwescir 

fisrhglqhegifrvsgsqvevndiknafergedp 

lagdqi^hdmdsiagvlklyfrglehplfpkdif 

ltolmacvtmdnlqeralhirkvllvlpkttln 

mrylfaflnhlsqfseenmmdpynlaicfgpsl 

MSVPEGHDQVSCQAHVNELlXTinQHEMFPSPRE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OQysteine, D»Aspartic Acid, 
E"Glutamic Acid, F=Phenyl alanine, OGlycine, BNEIistidine, 
I^lsoleucine, K«Lysine, L»Leudne, M=>Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R«Argtninc, S^Serine, 
T=Threonine, V«Valine, W-Tryptophan, Y«Tyrosine, 
X=Unknown, *=Stop codon, /=posslble nucleotide deletion, 
\=possible nucleotide insertion 










LEGPVYSRGGSMEDYCDSPHGETTSVEDSTQDV 

TAEHHTSDDECEPIEAIAKFDYVGRTARELSFKK 

GASLliYQRASDDWWEGRHNGIDGLIPHQYIVV 

QDTEDGVVERSSPKSEIEVISEPPEEKVTARAGAS 

CPSGGHVADIY1JVNINKQRKRPESGSIRKTFRSDS 

HGLSSSLTDSSSPGVGASCRPSSQPIMSQSLPKEG 

PDKCSISGHGSLNSISRHSSLKNRLDSPQERKTAT 

AGRSKSFDNHRPMDPEVTAQDIEATMNSALNELR 

ELERQSSVKHTPDWLDTLEPLKTSPWAPTSEPS 

SPLHTQLLKDPEPAFQRSASTAGDIACAFRPVKS 

VKMAAPVKPPAT\RPKPTAVFPKTNATSPGVNSST 

SPQSTDKSCTV 


3534 


A 


1 


2640 


FRRFVCPASRRPAAGLRDAASSAPRGMASEGPRE 

PESEGIKLSADVKPFVPRFAGLNVAWLESSEACV 

FPSSAATYYPFVQEPPVTEQKIYTEDMAFGASTFP 

PQYLSSEITLHPYAYSPYTLDSTQNVYSVPGSQY 

LYNQPSCYRGFQTVKHRNENTCPLPQEMKALFK 

KKTYDEKKTYDQQKFDSERADGTISSEIKSARGS 

HHLSIYAENSLKSDGYHKRTDRKSRIIAKNVSTS 

KPEFEFTTLDFPELQGAENNMSEIQKQPKWGPVH 

SVSTDISLLREWKPAAVLSKGEIWKNNPNESV 

TANAATNSPSCTRELSWTPMGYVVRQTLSTELS 

AAPKNVTSMINLKTIASSADPKNV SIPS SEALS SD 

PSYNKEKHIIHPTQKSKASQGSDLEQNEASRKNK 

KKKEKSTSKYEVLTVQEPPRIED AEEFPNL A V A S 

ERRDREETPKFQSKQQPQDNFKNNVKKSQLPVQL 

DLGGMLTALEKKQHSQHAKQSSKPVWSVGAV 

PVLSKECASGERGRRMSQMKTPHNPLDSSAPLM 

KKGKQREIPKAKKPTSLKKIILKERQERKQRLQE 

NAVSPAFTSDDTQDGESGGDDQFPEQAELSGPEG 

MDELISTPSVEDKSEEPPGTELQRDTEASHLAPN 

HTTFPKIHSRRFRDYCSQMLSKEVDACVTDLLKE 

LVRFQDRMYQKDPVKAKTKRRLVLGLREVLKH 

LKLKKLKCVOISPNCEBCIQSKGGLDDTLHTIIDYA 

CEQNIPFWALNRKALGRSLNKAyPVSVVGIFSY 

DGAQDQFHKMVELTVAARQAYKTMLENVQQE 

LVGEPVSLRHLPAYPHRAPAALQKMAPQP/VKEK 

EEPHYIEIWKKHLEAYSGCTLELEESLEASTSQM 

MNLNL 


3535 


A 


1747 


983 


LFQFQVCRSVLSPRAAGCTWSLAPRSRGAAGSPR 

RYRGPQPQPAPPSALPNSRPSPVASGREMVVLSV 

PAEVTVILLDIEGTTTPIAFVKDILFPYIEENVKEY 

LQTH WEEEECQQD V SLLRKQ V\F AD VVP A VRK W 

REAGMKVYIYSSGSVEAQKLLFGHSTBGDILELV 

DGHFDTKIGHKVESESYRKIADSIGCSTNNILFLT 

DVTREASAAEEADVHVAVWRPGNAGLTDDEK 

TYYSLITSFSELYLPSST 


3536. 


A 


3 


1302 


GRPPTAPHTGRPPTANRGDPRLDLKRGCARLLTS 

IESRGRPAASAGLRRDRCALRRWPLRRAPLARAT 

RRRAGSPRRCAPRPRACPQGWSRARHQPGGLCL 

LLLLLCQFMEDRSAQAGNCWLRQAKNGRCQVL 

YKTELSKEECCSTGRLSTSWTEEDVNDNTLFKW 

MIFNGGAPNCIPCKETCENVDCGPGKKCRMNKK 

NKPRCVCAPDCSNITWKGPVCGLDGKTYRNECA 

LLKARCKEQPELEVQYQGRCKKTCRDVFCPGSS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Add, 
E=Glutflralc Acid, ^Phenylalanine, G**Grydne, H=Histidine, 
I-Isoleudne, K^Lysine, L=Leudne, M«Methionine, 
N^Asparagine, P=ProHne, Q^Glutamfne, R»Arginine, S^Serine, 
T^Threonine, V=Valine» W«=Tryptophan, Y-Tyrosine, 
X=Unknown, *«Stop cod on, /=possible nacleotide deletion, 
Y=posslble nucleotide insertion 










TCVWDQTNNAYCVTCNRICPEPASSEQYLCGND 
GVTYS\SACHLRKATCLLGRSIGLAYEGKCIKAK 
SCEDIQCTGGKKCLWDFKVGRGRCSLCDELCPD 
SKSDEPVCASDNATYASECAMKEAACSSGVLLE 
VKHSGSCNSISEDTEEEEEDEDQDYSFPISSILEW 


3537 


A 


285 


2123 


IGLFLQVAPLSVMAKSCPSVCRCDAGFIYCNDRF 

LTSIPTGIPEDATTLYLQNNQINNAGPSDLKNLL 

KVERIYLYHNSLDEFPTNLPKYVKELHLQENNIR 

T1TYDSLSKIPYLEELHLDDNSVSAVSIEEGAFRD 

SNYLRLLFLSRNHLSTIPWGLPRTIEELRLDDNRIS 

TISSPSLQGLTSLKRLVLDGNLLNNHGLGDKVFF 

NLVNLTELSLVRNSLTAAPVNLPGTNLRKLYLQ 

DNrUNRVPPNAFSYLRQLYRLDMSNNNLSNLPQ 

GIFDDLDNITQLILRNNPWYCGCKMKWVRDWL 

QSLPVKVNVRGLMCQAPEKVRGMAIKDLNAELF 

DCKDSGWSTIQITTAIPNTVYPAQGQWPAPVTK 

QPDIKNPiaTKDHQTTGSPSRKTITITVKSVTSDTI 

HISWKLALPMTALRLSWLKLGHSPAFGSITETIVT 

GERSE YL VT ALEPD SP YK V CMVPMETSNLYLFD 

ETPVCIETETAPLRMYWPrnLNREQEKEPYKNP 

NLPLAAUGGAVALVTIALLALVCWYVHRNGSLF 

SRNCAYSKGRRRKDDYAEAGTKKDNSILEIRETS 

FQMLPISNEPISKEEFVIHTIFPPNGMNLYKNNH 


3538 


A 


877 


6184 


WNVKPSLLVVQLFKFSDKEEHEQNDSISGKTGET 

GVEEMIATRKVEQDSKETVKLSHEDDHE.EDAGS 

SDISSDAACTNPNKTENSLVGLPSCVDEVTECNL 

ELKDTMGlADKTENTLERNKffiPLGYCEDAESNR 

QLESTEFNKSNLEVVDTSTFGPESNILENAICDVP 

DQNSKQLNAIESTKEBSHETANLQDDRNSQSSSV 

SYLESKSVKSKHTKPVmSKQNMTTDAPKKIVAA 

KYEVIHSKTKVNVKSVKRNTDVPESQQNFHRPV 

KVRKKQIDKEPKIQSCNSGVKSVKNQAHSVLKK 

TLQDQTLVQIFKPLTHSLSDKSHAHPGCLKEPHH 

PAQTGHVSHSSQKQCHKPQQQAPAMKTNSHVK 

EELEHPGVEHFKEEDKLKLKKPEKNLQPRQRRSS 

KSFSLDEPPLFBPDNIATIRREGSDHSSSFESKYMW 

TPSKQCGFCKKPHGNRFMVGCGRCDDWFHGDC 

VGLSLSQAQQMGEEDKEYVCVKCCAEEDKKTEI 

LDPDTLENQATVEFHSGDKTMECEKLGLSKHTT 

NDRTKYIDDTVKHKVKILKRESGEGRNSSDCRD 

NEIKKWQLAPLRKMGQPVLPRRSSEEKSEKIPKE 

STTVTCTGEKASKPGTHEKQEMKKKKV\EKGVL 

NVHPAASASKPSADQIRQSVRHSLKD1LMKRLTD 

SM.KVPEEKAAKVATKIEKELFSFFRDTDAKYKN 

KYRSLMFNLKDPKN^FKKVLKGEVTPDHLIR 

MSPEELASKELAAWRRRENRHTIEMIEKEQREVE 

RRPITKITHKGEIEIESDAPMKEQEAAMEIQEPAA 

NKSLEKPEGSEK\RKEEVDSMSKDTTSQHRQHLF 

DLNCKICIGRMAPPVDDLSPKKVKVVVGVARBCH 

SDNEAESIADALSSTSNELASEFFEEEKQESPKSTF 

SPAPRPEMPGTVEVESTFLARLNFIWKGFINMPS 

VAKFVTKAYPVSGSPEYLTEDLPDSIQVGGRISPQ 

TYWDYVEKIKASGTKEICVVRFTPVTEEDQISYT 

LLFAYFSSRKRYGVAANNMKQVKDMYLEPLGAT 

DKIPHPLVPFDGPGLELHRPNLLLGL3IRQKLKRQ 
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SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residne of 
peptide 
sequence 


Amino acid sequence (A<=Alanlne OCysteine, D=»Aspartic Acid, 
E=Glutamic Acid, F^Phenylalanlne, G^GIycine, H=EQstidine, 
I»Isoleucine> KHLyslne, L=Leucine, M=Methionlne, 
N=Asparaglne, PHProllne, Q=Glutamine» R»Arginine, S^erlne, 
T^Threonine, V-Valine, W«=Tryptophan, Y^Tyrosine, 
X=Unfcnown, *«Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










HSACASTSHIAETPESAPPIALPPDKKSKIEVSTEE 

APEEENDFFNSFTTVLHKQRNKPQQNLQEDLPTA 

VEPLMEVTKQEPPKTLRFLPGVLIGWENQPTTLE 

LjWKPLPVDDELQSLLGTTGQVYDQVAQSVMEQ 

NTVKEIPFLNEQTNSKIEKTDNVEVTDGENKEIK 

VKVDNISESTDKSAEIETSWGSSSISAGSLTSLSL 

RGKPPDVSTEAFLTNLSIQSKQEETVESKEKTLKR 

QLQEDQENNLQDNQTSNSSPCRSNVGKGNIDGN 

VSCSENLVANTARSPQFINLKRDPRQAAGRSQPV 

TTSESKX)GDSCRNGEKHMLPGLSHNKEHLTEQIN 

VEEKLCSAEKNSCVQQSDNLKVAQNSPSVENIQT 

SQAEQAKPLQEDILMQNffiTVHPFRRGSAVATSH 

FEVGNTCPSEFPSKSITFTSRSTSPRTSTNFSPMRP 

QQPNLQHLKSSPPGFPFPGPPNFPPQSMFGFPPHL 

PPPLLPPPGFGVFA\QNPMVPWPPW\HLF\GQPQR 

MMGPLSQASRYIGPQNFYQVKDIRRPERRHSDP 

WGRQDQQQLDRPFNRGKGDRQRFYSDSHHLKR 

ERHEKEWEQESERHRRRDRSQDKDRDRKSREEG 

HKDKERARLSHGDRGTDGKASRDSRNVDKKPD 

KPKSEDYEKDKEREKSKHREGEKDRDRYHKDR 

DHTDRTKSKR 


3539 


A 


157 


1769 


GSWTVELSLKPSASPSLKWVCLPGAAAVNKHRS 

GAGGIJRS1JQCTWAPAGPARRGGRGIEDFPYLF 

FQLTHCQQRICSVTQAGVQWCDHSSLQPQTPGL 

NQSSHLSLLSSRDYRMLSSFNEWFWQDRFWLPP 

NVTWTELEDRDGRVYPHPQDLLAALPLALVLLA 

MRLAFERFIGLPLSRWLGVRDQTRRQVKPNATL 

EKHFLTEGHRPKEPQLSLLAAQCGLTLQQTQRW 

FRRRRNQDRPQLTKKFCEASWRFLFYLSSFVGGL 

SVLYHESWLWAPVMCWDRYPNQLTLSCPAADS 

EA\SLYWWYLLELGFYLSLLIRLPFDVKRKGGGP 

SSIKPRPHYDPPSTA\DFKEQVIHHFVAVILMTFSY 

SANLLRIGSLVLLLHDSSDYLLEACKMVNYMQY 

QQVCDALFLIFSFVFFYTRLVLFPTQILYTTYYESI 

SNRGPFFGYYFFNGLLMLLQLLHVFWSCLILRML 

YSFMKKGQMEKDIRSDVEESDSSEEAAAAQEPL 

QLKNGTAGGPRPAPTDGPRSRVAGRLTNRHTTA 

T 


3540 


A 


267 


1397 


SPAGYCHSGLLPGCSRSA/CADLAKHQELPGKKL 

LSEKKLKRYFVDYRRVLVCGGNGGAGASCFHSE 

PRKEFGGPDGGDGGNGGHVILRVDQQVKSLSSV 

LSRYQGFSGEDGGSKNCFGRSGAVLYIRVPVGTL 

VKEGGRWADLSCVGDEYIAALGGAGGKGNRP 

FLANNNRAPVTCTPGQPGQQRVLHLELKTVAHA 

GMVGFPNAGKSSLLRAISNARPAVASYPFTTLKP 

HVGIVHYEGHLQIAVADIPGIIRGAHQNRGLGSA 

FLRHIERCRFLLFWDLSQPEPWTQVDDLKYELE 

MYEKGLSARPHAIVANKIDLPEAQANLSQLRDH 

LGQEVIVLSALTGENLEQLLLHLKVLYDAYAEA 

ELGQGRQPLRW 


3541 


A 


1 


8008 


DTQVSETLKRFAGKVTTASVKERREILSELGKCV 

AGKDLPEGAVKGLCKLFCLTLHRYRDAASRRAL 

QAAIQQLAEAQPEATAKNLLHSLQSSGIGSKAGV 

PSKSSGSAALLALTWTCLLVRTVFPSRAKRQGDI 

WNKLVEVQCLLLLEVLGGSHKHAVDGAVKKLT 
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SEQID 
NO: 


Method 


Fredicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

seqnence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D^Aspartic Add, 
E-Glutamic Acid, ^Phenylalanine, G«Glydne, H»Histidine, 
I-Isoleucioe, K=Lysine, I^=Leudne, M^Methlonine, 
N»Asparaglne, P^Proline, Q=Glutamlne, R=Argininc, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y^Tyrosine, 
X^Unknown, *=»Stop codon, /"possible nucleotide deletion, 
^possible nudeotide insertion 










KLWKENPGLVEQYLSAILSLEPNQNYAGMLGLL 

VQFCTSHKEMDWSQHKSALLDFYMKNILMSK 

VKPPKYLLDSCAPLLRYLSHSEFKDLILPTIQKSL 

LRSPENVIETISSLLASVTLDLSQYAMDIVKGLAG 

HLKSNSPRLMDEAV1ALKNLARQCSDSSAMESL 

TKHLFAILGGSEGKLTVVAQKMSVLSGIGSVSHH 

WSGPSSQVLNGIVAELFIPFLQQEVHEGTLVHA 

VSVLALWCNRFTMEWKKLTEWFKKAFSLKTST 

SAVRHAYLQCMLASYRGDTLLQALDLLPLLIQT 

VEKAASQSTQVPT1TEGVAAALLLLKLSVADSQA 

EAKLSSFWQLIVDEKKQVFTSEKFLVMASEDAL 

CTVLH\LTERLFLDHPHRLTGNKVQQYHRALVA 

VLLSRTWHYRRQAQQTVRKLLSSLGGFKLAHGL 

LEELKTVLSSHKVLPLEALVTDAGEVTEAGKAY 

VPPRVLQEALCV1SGVPGLKGDVTDTEQLAQEM 

LnSHHPSLVAVQSGLWPALIARMBCIDPEAFITRH 

LDQHPRMTTQSPLNQSSMNAMGSLSVLSPDRVL 

PQLISTITASVQNPALRLVTREEFAIMQTPAGELY 

DKSDQSAQQDSIKKANMKRENKAYSFKEQIIELE 

LKEEEKKKKGIKEEVQLTSKQKEMLQAQLDREA 

QVRRRLQELDGELEAALGLLDIILAKNPSGLTQYI 

PVLVDSFLPLLK5PLAAPRIKNPFLSLAACVMPSR 

LKALGTLVSHVTLRLLKPECVLDKSWCQEELSV 

AVKRAVMLnnHTITSRVGKGEPGAAPLSAPAFS 

LVFPFLKMVLTEMPHHSEEEEEWMAQILQILTVQ 

AQLRASPNTPPGRVDENGPELLPRVAMLRLLTW 

VIGTGSPRLQVLASDTLTTLCASSSGDDGCAFAE 

QEEVDVLLCALQSPCASVRETVLRGLN4ELHMVli 

PAPDTDEKNGLNLLRRLWWPCFDKEEEIRKLAE 

RLWSMMGLDLQPDLCSLLE)DVIYHEAAVRQAG 

AEALSQAVARYQRQAAEVMGRLMEIYQEKLYR 

PPPVLDALGRVISESPPDQWEARCGLALALNKLS 

QYLDSSQVKPLFQFFVPDALNDRHPDVRKCMLD 

AALATLNTHGKENVNSLLPVFEEFLKNAPNDAS 

YDAVRQSVVVLMGSLAKHLDKSDPKVKPIVAKL 

IAALSTPSQQVQESVASCLPPLVPAIKEDAGGMIQ 

RLMQQLLESDKYAERKGAAYGLAGLVKGLGILS 

LKQQEMMAALTDAIQDKKNFRRREGALFAFEM 

LCTMLGKLFEPYWHVLPHLLLCFGDGNQYVRE 

AADDCAKAVMSNLSAHGVKLVLPSLLAALEEES 

WRTKAGS VELLG AMA YC APKQLS SCLPNI VPKL 

TEVLTDSHVKVQKAGQQALRQIGSVIRNPEILAI 

APVLLDALTDPSRKTQKCLQTLLDTKFVHFIDAP 

SLALIMPIVQRAFQDRSTDTRKMAAQIIGNMYSL 

TDQKDLAPYLPSVTPGLKASLLDPVPEVRTVSAK 

ALGAMVKGMGESCFEDLLPWLMETLTYEQSSV 

DRSGAAQGLAEVMAGLGVEKLEKLMPEIVATAS 

KVDIAPHVRDGYIMMFNV1,PITFGDKFTPYVGPII 

PCILKALADENEFVRDTALRAGQRVISMYAETAI 

ALLLPQLEQGLFDDLWRIRFSSVQLLGDLLFHISG 

VTGKMTTETASEDDNFGTAQSNKAIITALGVERR 

NRVLAGLYMGRSDTQLWRQASLHVWKIVVSN 

TPRTLREILPTLFGLLLGFLASTCADKRTIAARTL 

GDLVRKLGEKILPEHPILEEGLRSQKSDERQGVCI 

GLSEIMKSTSRDAA^LYFSESLVPTARKALCDPLE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=*Alanine C^Cysteine, D=»Aspartic Acid, 
EXrlutnmic Acid, ^Phenylalanine, G=GlycJne, H=Hi$tidine, 
I=IsoleucJne, K»Lysine, I^Leucine, M=Methlonine, 
N-Asparagine, IHEVoline, Q=Glntamine, R^Arglnlne, S=Serine, 
^Threonine, V=VaIine, W=Tryptophan, Y=Tyrosine, 
X«Unknown, *«Stop codon, /^possible nucleotide deletion, 
\= possible nucleotide insertion 










EVREAAAKTFEQLHSTIGHQALEDILPFLLKQLD 

DEEVSEFAIJJGLKQVMAIKSRVVIPYLVPKLTTP 

PVNTRVLAFLSSVAGDALTRHLGVILPAVMLAL 

KEKLGTPDEQLEMANCQAVILSVEDDTGHRniE 

DLLEATRSPEVGMRQAAAHLNIYCSRSKADYTS 

HLRSLVSGLIRLFNDSSPVVLEESWDALNAITKK 

LDAGNQLAIJDBELHKEIRLIGNESKGEHVPGFCLP 

KKGVTSILPVLREGVLTGSPEQKEEAAKALGLVI 

RLTSADALRPSWSITGPLIRILGDRFSWNVKAAL 

LETLSLLLAKVGIAUCPFIJQLQTTFTKALQDSNR 

GVRLKAADALGKLISIHIKVDPLFTELLNGIRAME 

DPGVRDTMLQALRFVIQGAGAKVDAVIRKNIVS 

LLLSMLGHDEDNTRISSAGCLGELCAFLTEEELS 

AVLQQCLLADVSGmWMVRHGRSLALSVAVNV 

APGRLCAGRYSSDVQEMILSSATADRIPIAVSGV 

RGMGFLMRHHIETGGGQLPAKLSSLFVKCLQNP 

SSDIRLVAEKMIWWANKDPLPPLDPQAIKPILKA 

LLDNTKDKNTVVRAYSDQATVNLLKMRQGEEVF 

QSLSKILDVASLEVLNEVNRRSLKKLASQADSTE 

QVDDTDLT 


3542 


A 


62 


1130 


PWNPQDFPGNRGLMG\QKGEIGPP\GQQGKKGAP 

GMP\GLMGSNGSPGQPGTPGSKGSKGEPGIQGMP 

GASGLKGEPGATGSPGEPGYMGLPGIQGKKGDK 

GNOGEKGIOGOKGENGROGIPGOOGIOGHHGAK 

GERGEKGEPGVRGAIGSKGESGVDGLMGPAGPK 

GQPGDPGPQGPPGLDGKPGREFSEQFIRQVCTDV 

IRAQLPVLLQSGRIRNCDHCLSQHGSPGIPGPPGPI 

GPEGPRGLPGLPGRDGVPGLVGVPGRPGVRGLK 

GLPGRNGEKGSQGFGYPGEQGPPGPPGPEGPPGI 

SKEGPPGDPGLPGKDGDHGKPGIQGQPGPPGICD 

PSLCFSVIARRDPFRKGPNY 


3543 


A 


654 


194 


PARSLEKMKASWLSLLGYLWPSGAYILGRCTV 

AKKLHDGGLDYFERYSLENWVCLAYFESKFNPS\ 

AIYENTREGYTGFGLFQMRGSDWCGDHGRNRC 

HMSCSALLNPNLEKmCAKTTVKGKEGMGAWP 

TWSRYCQYSDTLARWLDGCKL 


3544 


A 


2 


1074 


SCRLAAGRLAQWLLRASRSGMLRAGWLRGAAA 

LALLLAARWAAFEPITVGLAIGAASAITGYLSY 

NDIYCRFAECCREERPLNASALKLDLEEKLFGQH 

LATEVIVFKALTGFRNNKNPKKPLTLSLHGWAGT 

GKNFVSQMGAENLHPKGLKSNFVHLFVSTLHFP 

HEQKIKLYQDQLQKWIRGNVSACANSVFIFDEM 

DKL\HPGHE\AIKPFLDYYEHVERVSYR\KAIFIFLS 

NAGGDLITKTALDFWRAGRKREDIQLKDLEPVL 

SVGVFNNKHSGLWHSGLIDKNLIDYFIPFLPLEYR 

HVKMCVRAEMRARGSAIDEDIVTRVAEEMTFFP\ 

RDEKIYSDKGCKTVQSRLDFH 


3545 


A 


3 


273 


SAQGRSWGRFYRQDCRHPGIIPMIGLICLGMGSA 
ALYLLRLALRSPDV W* S WDRKNNPEPWNRLSPN 
DQYKFLAVSTDYKKLKKDRPDF 


3546 


A 


23 


591 


ALSTETRTPDMRRLLLVTSLVWLLWEAGAVPA 
PKVPIKMQVKHWPSEQDPEKAWGARWEPPEK 
DDQLWLFPVQKPKLLTTEEKPRGQGRGPILPGT 
KAWMETEDTLGRVLSPEPDHDSLYHPPPEEDQG 
EERPRLWVMPNHQVLLGPEEDQDHIYHPQ^GSR 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence {A=Alanine OCysteine, D»Aspartic Add, 
E^GIutamic Add, ^Phenylalanine, G=Glycine, H«Hlstidlne, 
I^Isoleudne, K=Lysine, L^Leudne, M^Methionlne, 
N^Asparagfne, P^ProIine, Q^Giutamine, R=Argiiune f S^Serine, 
T=Tbreonine, V-Valine, W-Tryptophan, Y=OVrosine, 
X«Unknown, *=Stop codon, ^possible nucleotide deletion, 
V= possible nudeotide insertion 










GHHCPRPVPRPRLLGLGPSLPCPS 


3547 


A 


23 


591 


ALSTETRTPDMRRLLLVTSLVWLLWEAGAVPA 
PKVPDCMQVKHWPSEQDPEKAWGARWEPPEK 
DDQLWLFPVQKPKLLTTEEKPRGQGRGPILPGT 
KAWMETEDTLGRVLSPEPDHDSLYHPPPEEDQG 
EERPRLWVMPNHQVLLGPEEDQDHIYHPQ*GSR 
GHHCPRPVPRPRLLGLGPSLPCPS 


3548 


A 


3 


1641 


TWLPSVPAEEVQQPEMAAVLNAERLEVSVDGLT 

LSPDPEERPGAEGAPLAAATAATALATWIRSRPG 

RLRGTARSPGRRAAGGAAEEARRLEQRWGFGLE 

ELYGLALRFFKEKDGKAFHPTYEEKLKLVALHK 

QVLMGPYNPDTCPEVGFFDVLGNDRRREWAAL 

GNMSKEDAMVEFVKLLNRCCHLFSTYVASHKIE 

KEEQEKKRKEEEERRRREEEERERLQKEEEKRRR 

EEEERLRREEEERRRIEEERLRLEQQKQQIMAAL 

NSQTAVQFQQYAAQQYPGNYEQQQILIRQLQEQ 

HYOOYMOOLYOVOLAOOOAALOKOOEVWAG 

SSLPTSSKVECNCTQVI*CQFNRQAKTHTDSSEKE 

LEPEAAEEALENGPKESLPVIAAPSMWTRPQIKD 

FKSKIQQDADSVITVGRGEVVTVRVPTHEEGSYL 

FWEFATDNYDIGFGVYFEWTDSP^NTAVSVHVSE 

SSDDDEEEEENIGCEEKAKKNANKPLLDE3AHPVY 

KRDCHEEVYAGSHQYPGRGVYLLKFDNSYSLW 

RSKSVYYRVYYTR 


3549 


A 


1837 


3593 


PAVLVLEPASQSRKQQNTASATAQHWSAQIHKE 

SFLAPVFTKDEQKHRRPYEFEVERDAKARGLEQF 

SATHGHTPIILNGWHGESAMDLSCSSEGSPGATS 

PFPVSASTPKIGAISSLQGALGMDLSGILQAGLIHP 

VTGQIVNGSLRRDDAATRRRRGRRKHVEGGMD 

LIFLKEQTLQAGE.EVHEDPGQATLSTTHPEGPGP 

ATSAPEPATAASSQAEKSIPSKSLLDWLRQQADY 

SLEVPGFGANFSDKPKQRRPRCKEPGKLDVSSLS 

GEERVPAIPKEPGLRGFLPENKFNHTLAEPILRDT 

GPRRRGRRPRSELLKAPSIVADSPSGMGPLFMNG 

LIAGMDLVGLONMRNMPGIPLTGLVGFPAGFAT 

MPTGEEVKSTLSMLPMMLPGMAAVPQMFGVGG 

LLSPPMATTCTSTAPASLSSTTKSGTAVTEKTAE 

DKPSSHDVKTDTLAEDKPGPGPFSDQSEPATTTSS 

PVArWFLIPGVSPGLlYPSMFLSPGMGMALPAM 

QQARHSErVGLESQKRKKKKTKGDNPNSHPEPA 

PSCEREPSGDENCAEPSAPLPAEREHGAQAGEGA 

LKDSNNDTN 


3550 


A 


287 


39 


QLNLNKIATSQKHRDFVAESVGEKPVGSLAGIGE 
VMDKKLEEGCFDKAYVVLGQFLVLKKDEDLF*E 
WLRDTGGARTRGSRE 


3551 


A 


21 


3925 


GDLLEVGLPPGLEFPRGICLRGLRRTMSLDFGSV 

ALPVQNEDEEYDEEDYEREKELQQLLTDLPHDM 

LDDDLSSPELQYSDCSEDGTDGQPHHPEQLEMS 

WNEQMLPKSQSVNGPSCQGLEPYNKVTYKPYQS 

SAQNNGSPAQEITGSDTFEGLQQQFLGANENSAE 

NMQI1QLQVLNKAKERQLENLIEKLNESERQIRY 

LNHQLVIIKDEKDGLTLSLRESQKLFQNGKEREIQ 

LEAQIKALETQIQALKVNEEQMCKKSRTTEMALE 

SLKQQLVDLHHSESLQRAREQHESIVMGLTKKY 

EEQVLSLQKNLDATVTALKEQEDICSRLKDHVK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine OCysteine, D=Aspartic Add, 
SMSIutamic Add, F-Phenylnlanine, G=Glycine, H^fflstidinc, 
Msoleucine, K»Lysine, L"=Leucine, M=Methionine, 
N^Asparagine, P^Prollne, Q=Glutamint, R=>Arginine, S«Serine, 
^Threonine, V=VaIine, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *«Stop codon, /possible nucleotide deletion, 
\-posslble nucleotide insertion 










QLERNQEAIKLEKTEIINKLTRSLEESQKQCAHLL 

QSGSVQEVAQLQFQLQQAQKAHAMSANMNKA 

LQEELTELKDEISLYESAAKLGIHPSDSEGELNEBL 

TESYVDLGIKKVNWKKSKVTSIVQEEDPNEELSK 

DEFILKLKAEVQKLLGSNSMKRHLVSQLQNDLK 

DCHKKIEDLHQVKKDEKSIEVETKTDTSEKPKNQ 

LWPESSTSDWRDDILLLKNEIQVLQQQNQELiCE 

TEGKLRNTNQDLCNQMRQMVQDFDHDKQEAV 

DRCERTYQQHHEAMKTQIRESLLAKHALEKQQL 

FEAYERTHLQLRSELDKLNKEVTAVQECYLEVC 

REKDNLELTLRKTTEKEQQTQEKIKEKLIQQLEK 

EWQSKLDQTIKAMKKKTLDCGSQTDQVTTSDVI 

SKKEMAIMffiEQKCnQQNLEQEKDIAIKGAMKK 

LEIELELKHCENITKQVEIAVQNAHQRWLGELPE 

LAEYQALVKAEQKKWEEQHEVSVNKRISFAVSE 

AKEKWKSELENMRKNILPGKELEEKIHSLQKELE 

LKI^EWVVIRAEIAKARSEWNKEKQEEIHRIQE 

QNEQDYRQFLDDHRNKINEYLAAAKEDFMKQK 

TELLLQKETELQTCLDQSRREWTMQEAKRIQLEI 

YQYEEDILTVLGVLLSDTQKEfflSDSEDKQLLEI 

MSTCSSKWMSVQYFEKLKGCIQKAFQDTLPLLV 

ENADPEWKKRNMAELSKDSASQGTGQGDPGPA 

AGHHAQPLALQATEAEADKKKVLEIKDLCCGHC 

FQELEKAKQECQPLKGKLEKCCRHLQHLERKHK 

AVVEKIGEENNKVVEELIEENNDMKNKLEELQT 

LCKTPPRSLSAGAIENACLPCSGGALEELRGQYIK 

AVKKIKCDMLRYIQESKERAAEMVKAEVL*ERQ 

ETARKMRKYYLICLQQJLQDDGKEGAEKKIMNA 

ASKLATMAKLLETPISSKSQSKTTQSGMSK 


3552 


A 


771 


375 


ARTRQTSGQAREPEKESPAPGGGGLAEIRSRQQL 
SQTSRIPPLAKDQAVEAMFPPARGKELLSFEDVA 
MYFTREEWGHLNWGQKDLYRDVMLENYRNMV 
LLV YFQFDAAIPLC* TSLAHSS WLQLYFRLYF 


3553 


A 


76 


72 


PGVRGVEAPGGVAPGRNAMRRGERRDAGGPRP 

ESPVPAGRASLEEPPDGPSAGQATGPGEGRRSTE 

SEVYDDGThTTTTWRAHTLTVLFILTCTLGYVTLL 

EETPQDTAYNTKRGIVASILVFLCFGVTQAKDGP 

FSRPHPAYWRFWLCVSVVYELFLIFILFQTVQDG 

RQFLKYVDPKLGVPLPERDYGGNCLIYDPDNET 

DPFHNIWDKLDGFWAHFLGWYLKTLMIRDWW 

MCMHSVMFEFLEYSLEHQLPNFSECWWDHWIM 

DVLVCNGLGIYCGMKTLEWLSLKTYKWQGLWN 

IPTYKGKMKRIAFQFTPYSWVRFEWKPASSLRR 

WL A V C GEL WLL AELNTFYLKF VL WMPPEHYL V 

LIJU.VFFVNVGGVAMREIYDFMDDPKPHKKLGP 

QAWLVAAITATELLIWKYDPHTLTLSLPFYISQC 

WTLGSVLALTWTVWRFFLRDITLRYKETRWQK 

WQKKDDQGSTVGNGDQHPLGLDEDLLGPGVAE ' 

GEGAPTPN*PRGPAPRPLPSAPRAVCGASSRR 


3554 


A 


2 


2106 


FDEFSALPSPSLQTSWSFGPMSRRALRRLRGEQR 

GQEPLGPGALHFDLRDDDDAEEEGPKRELGVRR 

PGGAGKEGVRVNmFELINIDDLEDDPVVNGERS 

GCALTDAVAPGNKGRGQRGNTESKTDGDDTET 

VPSEQSHASGKLRKKKKKQKNKKSSTGEASENG 

LEDIDRILERIEDSTGLNRPGPAPLSSRKHVLYVE 
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seq n> 

NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«AIanine OCysteine, D»Aspartic Acid, 
E°Glutamfc Add, ^Phenylalanine, OGiycine, H»Hlstidine, 
I=Isoleucine, K^Lysine, L=Leudne, M^Methionlne, 
N-Asparagine, P=ProIine f Q-Glutamine, RpArgtntne, S^Serine, 
T^Threonine, V=VaIine, W^Tryptophan, Y^Tyrosine, 
X^Unknown, *«Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










HRHLNPDTELKRYFGARAILGEQRPRQRQRVYP 

KCTWLTTPKSTWPRYSKPGLSMRLLESKKGLSFF 

AFEHSEEYQQAQHKFLVAVESMEPNNIVVLLQT 

SPYHVDSLLQLSDACRFQEDQEMARDLVERALY 

SMECAFHPLFSLTSGACRLDYRRPENRSFYLALY 

KQMSFLEKRGCPRTALEYCKLILSLEPDEDPLCM 

IXLIDHIALRARNYEYLIRLFQEWEVGASLAHRN 

LSOLPNFAFSVPLAYFLLSOOTDLPECEOSSARO 

KASLLIQQALTMFPGVLLPLLESCSVRPDASVSSH 

RFFGPNAEISQPPALSQLVNLYLGRSOTLWKEPA 

TMSWLEENVHEVLQAVDAGDPAVEACENRRKV 

LYQRAPRNIHRHVll^EnCEAVAALPPDVTTQSV 

MGroPLPPSDTIYSYVlU>ERLSPISHGN*nALFFRS 

LLPNYTMEGERPEEGVAGGLNRNQGLNRLMLA 

VRDMlVlAl^IlLNDLEAPHEDDA * GEGE WD 


3555 


A 


2 


2106 


FDEFSALPSPSLQTSWSFGPMSRRALRRLRGEQR 

GQEPLGPGALHFDLRDDDDAEEEGPKRELGVRR 

PGGAGraGVRVNNRFELINIDDLEDDPVVNGERS 

GCALTDAVAPGNKGRGQRGNTESKTDGDDTET 

WSEQSHASGKLRKKKKKQKNIOCSSTGEASENG 

LEDIDRILERIEDSTGLNRPGPAPLSSRKHVLYVE 

HRHLNPDTELKRYFGARAILGEQRPRQRQRVYP 

KCTWLTTPKSTWPRYSKPGLSMRLLESKKGLSFF 

AFEHSEEYQQAQHKFLVAVESMEP^n^^ 

SPYHVDSLLQLSDACRFQEDQEMARDLVERALY 

SMECAFHPLFSLTSGACRLDYRRPENRSFYLALY 

KQMSFLEKRGCPRTALEYCKLILSLEPDEDPLCM 

LLLIDHI^RARNYEYLIRLFQEWEVGASLAHRN 

T SOT PNFAFSVPT AYFT T SOOTDT PFPFOSSARO 

KASLLIQQALTMFPGVLLPLLESCSVRPDASVSSH 

RFFGPNAEISQPPALSQLVNLYLGRSHFLWKEPA 

TMSWIJEENVHEVLQAVD^ 

LYQRAPRNIHRH\^SEIKEAVAALPPDVTTQSV 

MGFDPLPPSDTIYSYVRPERLSPISHGNTIALFFRS 

LLPOTTKlEGERPEEGVAGGLNRNQGL>nU^MLA 

VRDMIvIANFHLNDLEAPIiEDDA*GEGEWD 


3556 


A 


3388 


1650 


KTRGTMFYYPNVLQRHTGCFATIWLAATRGSRL 

VKREYLRV1WVKTCEE1LNYVLVRVQPPQPGLP 

RPRFSLYLSAQLQIGVIRVYSQQCQYLVEDIQHIL 

ERLHRAQLQIRIDMETELPSLLLPNHLAMMETLE 

DAPDPFFGMMSVDPRLPSPFDIPQIRHLLEAAIPE 

RVEEIPPEVPTEPREPERIPVTVLPPEAITILEAEPIR 

MLEIEGERELPEVSRRELDLLIAEEEEAILLEIPRL 

PPPAPAE*GQELLDQVGCQCWEGSPHFSCPFPLR 

VEGMGEALGPEELRLTGWEPGALLMEVTPPEEL 

RLP APPSPERRPPVPPPPRRRRRRRLLFWDKETOT 

SPEKFQEQLQTRAHCWECPMVQPPERTIRGPAEL 

FRTPTLSGW3JTELLGLWTHCAQPPPKAIJUIELP 

EEAAAEEERRKIEVPSEIEVPREALEPSVPLMVSL 

EISLEAAEEEKSRISLIPPEERWAWPEVEAPEAPA 

LPVVPl^PEVPMEMPLVLPPELELLSLEAVHRAV 

ALELQANREPDFSSLVSPLSPRRMAARVFYLLLV 

LSAQQEJIVKQEKPYGRLLIQPGPRFH 


3557 


A 


3388 


1650 


KTOGTMFYYPNVLQRHTGCFATIWLAATRGSRL 
VKREYLRVNVVKTCEEILNYVLVRVQPPQPGLP 
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SEQED 
NO! 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«Alanine OCysteine, D»Aspartic Acid, 
E>=Glutamic Add, ^Phenylalanine, G=Gtycine, H»Hlstidine, 
Msoleudne, KpLysine, l>Leudne, M-Metuionine, 
N-Asparagine, P=ProIine, CXSIutamlne, R^Arginlne, S^Serine, 
T«Threonine, V«Valine, W=Tryptophan, Y^Tyrosine, 
X«Unknown» *-5top codon, /^possible nucleotide deletion! 
\=possible nucleotide insertion 










RPRFSLYLSAQLQIGVIRVYSQQCQYLVEDIQHIL 

ERLHRAQLQIRIDMETELPSLLIJ'NHLAMMETLE 

DAPDPFFGMMSVDPRLPSPFDPQIRHLLEAAIPE 

RVEEIPPEVPTEPREPERIPVTVLPPEAITILEAEPIR 

MLEIEGERELPEVSRRELDLLIAEEEEAILLEIPRL 

PPPAPAE*GQELLDQVGCQCWEGSPHFSCPFPLR 

VEGMGEALGPEELRLTGWEPGALLMEVTPPEEL 

RLPAPPSPERRPPWPPPRRRRRRRLLFWDKETOI 

SPEKFQEQLQTRAHCWECPMVQPPERTIRGPAEL 

FRTPTLSGWLPPELLGLWTHCAQPPPKALRRELP 

EEAAAEEERRKIEVPSEIEVPREALEPSVPLMVSL 

EISLEAAEEEKSRISLIPPEERWAWPEVEAPEAPA 

LPWPELPEVPMEMPLVLPPELELLSLEAVHRAV 

ALELQANREPDFSSLVSPLSPRRMAARVFYLLLV 

LSAQQILHVKQEKPYGRLLIQPGPRFH 


3558 


A 


489 


2360 


IRPRPRGRRRALDSPNAAAPPVYVCRSPGEPTSL 

VNMASEDIAKLAETLAKTQVAGGQLSFKGKSLK 

LNTAEDAKDVIKEIEDFDSLEALRLEGNTVGVEA 

ARVIAKAL*KKSELKRCHWSDMFTGRLRTEIPPA 

LISLGEGLITAGAQLVELDLSDNAFGPDGVQGFE 

ALLKSSACFTLQELKLNNCGMGIGGGBCILAAALT 

ECHRKSSAQGKPLALKVFVAGRNRLENDGATAL 

AEAFRVIGTLEEVHMPQNGINHPG1TALAQAFAV 

NPLLRVINLNDNTFTEKGAVAMAETLKTLRQVE 

VINFGDCLVRSKGAVAIADAIRGGLPKLKELNLS 

FCEIKRDAA1AVAEAMADKAELEKLDLNGNTLG 

EEGCEQLQEVLEGFNMAKVLASLSDDEDEEEEE 

EGEEEEEEAEEEEEEDEEEEEEEEEEEEEEPQQRG 

QGEKSATPSRKILDPNTGEPAPVLSSPPPADVSTF 

LAFPSPEKLLRLGPKSSVLIAQQTDTSDPEKWSA 

FLKVSSVFKDEATVRMAVQDAVDALMQKAFNS 

SSFNSKIl^TRIXVHMGLLKSEDKVKAIANLYGP 

LMALNHMVQQDYFPKALAPLLLAFVTKPNSALE 

SCSFARHSLLQTLYKV 


3559 


A 


489 


2360 


IRPRPRGRRRALDSPNAAAPPVYVCRSPGEPTSL 

VNMASEDIAKLAETLAKTQVAGGQLSFKGKSLK 

LNTAEDAKDVIKEIEDFDSLEALRLEGNTVGVEA 

ARVIAKAL*KKSELKRCHWSDMFTGRLRTEIPPA 

LISLGEGLITAGAQLVELDLSDNAFGPDGVQGFE 

ALLKSSACFTLQELKLNNCGMGIGGGKHAAALT 

ECHRKSSAQGKPIAIJCVFVAGKNRLENDGATAL 

AEAFRVIGTLEEVHMPQNGINHPGITALAQAFAV 

NPLLRVINLlsDNTFTEKGAVAMAETLKTLRQVE 

VINFGDCLVRSKGAVAIADAIRGGLPKLKELNLS 

FCEIKRDAALAVAEAMADKAELEKLDLNGNTLG 

EEGCEOLOEVLEGFNMAKVLASLSDDEDEEEEE 

QGEKSATPSRKILDPNTGEPAPVLSSPPPADVSTF 
LAFPSPEKLLRLGPKSSVLIAQQTOTSDPEKWSA 
F1,KVSSVFKDEATVRMAVQDAVDALMQKAFNS 
SSFNSNTFLTRLLVHMGLLKSEDKVKAIANLYGP 
LMALNHMVQQDYFPKALAPLLLAFVTKPNSALE 
SCSFARHSLLQTLYKV 


3560 


A 


2 


1198 


FVRELPRPRPGAATAAIMVSVINTVDTSHEDMIH 
DAQMDYYGTRLATCSSDRSVKIFDVRNGGQILIA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=vUanine OCysteine, D=Aspartic Acid, 
E=GlntaraIc Add, ^Phenylalanine, G=Glydne, H-Kstidine, 
Msoleudne, K^Lysine, L»Leudne, M=Methlonlne, 
N^Asparaglne, P^Proline, Q"Glutamlne, R^Argtnine, S=Serine, 
T=Threonine, V=VaIine, W«Tryptopnan, Y>=Tyrosine, 
X«Unknown, *=Stop codon, /=pos9ible nucleotide deletion, 
possible nudeotide Insertion 










DLRGHEGPVWQVAWAHPMYGNBLASCSYDRKV 

IIWREENGTWEKSHEHAGHDSSVNSVCWAPHDY 

GLILACGSSDGAISLLTYTGEGQWEVKKINNAHT 

IGCNAVSWAPAVVPGSLIDHPSGQKPNYIKRFAS 

GGCDNLIKLWKEEEDGQWKEEQKLEAHSDWVR 

DVAWAPSIGLPTST1ASCSQDGRVFIWTCDDASS 

NTWSPKLIiiKFNDVVWHVSWSITANILAVSGGD 

NKVTLWKESVDGQWVCISDVNKGQGSVSASVT 

EGQQNEQ*QDRWGLAPHPPAPGLPLPGP1KQTT 

GKSPQLQQDYFPRRSYRCSHRLnCLNVIGDAL 


3561 


A 


540 


86 


WRVKEMTSTLPKALGRKTASRSHTTLQGGSCCP 
VLWTAKLRCRKLRFPLPPPPPSSSAWPWQGWGI 
RGEQEAEGPLGETGPPVGPELSGLRQWRKLIKGR 
YGEWRGSGQKTGQPS *TTMQGGETEENRTETTT 
GNKQRESEAPWVRHTYIT 


3562 


A 


1920 


242 


PMMANIPFFERPKSSIQRPSPVLVLSQNTKJRESGR 

KVQSGNINAAKTIADIIRTCLGPKSMMKMLLDP 

MGGIVMTNDGNA1LREIQVQHPAAKSMIEISRTQ 

DEEVGDGTTSVIILAGEMLSVAEHFLEQQMHPTV 

VISAYRKALDDMSTLKKISIPVDISDSDMMLNIIN 

SSITTKAISRWSSLACNIALDAVKMVQFEENGRK 

EmiKKYARVEKIPGGIffiDSCVLRGVMINKDVTH 

PRMRRYIKNPRIVLLDSSLEYKKGESQTDIEITRE 

EDFTRILQMEEEYIQQLCEDIIQLKPDVVITEKGIS 

DIAQHYLMRANITAIRRVRKTDNNRIARACGARI 

VSRPEELREDDVGTGAGLLEIKKIGDEYFrFITDC 

KDPKACTELLRGASKEILSEVERNFQDAMQVCRK 

VLLDPQL VPGG G ASEMA VAHALTEKSKAMTG V 

EQWPYRAVAQALEVIPRTLIQNCGASTIRLLTSLR 

AKHTQENCETWGVNGETGTLVDMKELGIWEPL 

AVKLQTYKTAVETAVLLLRIDDIVSGHKKKGDD 

QSRQGGAPDAGQE 


3563 


A 


1571 


560 


GPSlXGTRGTPNPARTLQIFFLnGRRLTGRMAAV 

DDLQFEEFGNAATSLTANPDATTVNIEDPGETPK 

HQPGSPrlGSGREEDDELLGNDDSDKTELLAGQK 

KSSPFWTFEYYQTFFDVDTYQVFDRIKGSLLPIPG 

KNFVRLYIRSNPDLYGPF\VICATLVFAIAISGNLS 

NFLIHLGEKTYHYVPEFRKVSIAATirYAYAWLVP 

LALWGFLMWRNSKVMNIVSYSFLEIVCVYGYSL 

FIYIPTAILWIIPHKAVRMLVMIALGISGSLLAMT 

FWPAVREDNRRVALATIVTIVLLHMLLSVGCLA 

YFFDAPEMDHLPTTTATPNQTVAAAKSS 


3564 


A 


1 


328 


NSRVDDFVAHLQRPLLGPASCLGILRPAMTAHSF 
ALPGIIFTTFWGLVGIAGPWFWKGPNRGVirTML 
V ATAVCCYLFWLIAILAQLNPLFGPQLKNETTWY 
VRFLWE 


3565 


A 


2 


1081 


FVTDFPARSMAATSLMSALAARLLQPAHSCSLRL 

RPFHLAAVRl^EAVVISGRKLAQQIKQEVRQEVEE 

WVASGNKRPHLSVILVGENPASHSYVLNKTRAA 

AWGINSETIMKPASISEEELLNLINKLNNDDNVD 

GLLVQLPLPEHIDERRICNAVSPDKDVDGFHVIN 

VGRMCLDQYSMLPATPWGVWEHKRTGIPTLGK 

NVVVAGRSKNVGMPIAMLLHTDGAHERPGGDA 

TVTISHRYTPKEQLKKHTILADIVISAAGIPNLITA 

DMKEGAAVIDVG1NRVHDPVTAKPKLVGDVDF 
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SEQIB 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A»Alanlne OCysteine, D=Aspartic Add, 
E=Glatamic Add, ^Phenylalanine, OGlydne, H^Histidine, 
I»Iso!endne, K=Lysine, L°Leudne, M«Metbionine, 
N^Asparagine, P=ProIine, Q=Glutamlne, R=Arginlne, S-Serine, 
T^Threonine, V«Valine, W-Tryptophan, Y=Tyrosine, 
X=UnknawB, *=Stop codon,/=possible nndeotide deletion, 
\pposslble nudeotide Insertion 










EGVRQKAGYITPVPGGVGPMTVAMLMKOTIIAA 
KKVLRLEEREVLKSKELGVATN 


3566 


A 


3 


1130 


SCRRGRQQQRKhTVSLSSQFAHTMAAPAQQTTQP 

GGGKRKGKAQYVLAKRARRCDAGGPRQLEPGL 

QGELITCNMNERKCVEEAYSLLNEYGDDMYGPE 

KFTDKDQQPSGSEGEDDDAEAAIJCKEVGDIKAS 

i djyjjsi^i\X\r v^o v cdut/vxn in v v r UK. l LATic.rc.K i^. v nnl 

LQDMYKTKXKKTRVILRMLPISGTCKAFLEDMK 

KYAETFLEPWFKAPNKGTFQrVYKSRNNSHV^ 

EEVIRELAGIVCTLNSENKVDLTNPQyTVVVEIIK 

AVCCLSVVKDYMLFRKYNLQEVVKSPKDPSQLN 

SKQGNGKEAKLESADKSDQNNTAEGKNNQQVP 

ENTEELGQTKPTSNPQVVNEGGAKPELASQATE 

GSKSNENDFS 


3567 


A 


248 


3498 


GKKDSSPWTCPFHPPLQLFFVLRNTRQLGDFHLA 

KIKVRNYWTADGD1JDIGAKNVKLYVNRNLIFN 

KLDKGDREAPADHSILVDQKNEKSEQLEEAMNA 

HSEESKGTOBMAGASGDKELGLGCSPPAETLAD 

AKLSSQGNVSGKRKNSTNCRKDSLSQLEEYLRLS 

AVPTSMGDMPSAPATSPPVKCPPVHEEPSLIQQL 

ENLMGRKICEPPGKTPSWLQPSPTGKDRKQGGR 

KPKPLWLSPEKPLAWKGRLPSDDVIGEGPGETEA 

RDKGLRHEPGWGTSRSVNTKERPQRATTKVHSD 

DSDLFNQPPNRERPASGRRGSRKDAGSSSHGDDQ 

PASREDTWSSRTPSRSRWRSEQEHTLHESWSSLS 

AFDRSHRGRISNTELPGDILDELLQQKSSRHSDLP 

PSKKGEQPGLSRGQDGYSGETDAGGDFKIPVLPY 

GQRLVLDLKSTWGDRHYVGLNGLEIFSSKGEPVQI 

SNIKADPPDINILPAYGKDPRVVTNLIDGVNRTQ 

DDMHVWI^FTRGRSHSITIDFrHPCHVALLRIW 

NYNKSRfflSFRGVKDITMLLDTQCDFEGEIAKASG 

TLAGAPEHFGDTILFTTODDILEAIFYSDEMFDLD 

VGSLDSLQDEEAMRRPSTADGEGDERPFTQAGL 

GADERIPELELPSSSPVPQVTTPEPGIYHGICLQLN 

FTASWGDlJEr^GLTGLEWGKEGQALPlHLHQIS 

ASPRDLNELPEYSDDSRTLDKLIDGTNITMEDEH 

MWLIPPSPGLDHVVTLRLDRAESIAGLRFWNYNK 

SPEDTYRGAKIVHVSLDGLCVSPPEGFLIRKGPG 

CASMDYEAPLMPCGFLFQFQLLTSWGDPYYIGLT 

GLELYDERGEKLPLSENNIAAFPDSVNSLEGVGG 

DVRTPDKLIDQVNDTSDGRHMWLAPILPGLVNR 

VYVIFDLPTTVSMIKLWNYAKTPHRGVKEF 

VDDLL V YNGILAM V SHL VGGILPTCEPTVPYHTI 

LFTEDRDIRHQEKHTTISNQAEDQDVQMMNENQ 

HTNAKRKQSVVDPALRPKTCISEKETRRRRC 


3568 


A 


50 


1724 


AQGGTLSAASRFCRGGLLGPWLHPASEMAATLD 

LKSKEEKDAELDKRLEALRRKNEALIRRYQEIEE 

DRKKAELEGVAVTAPRKGRSVEKENVAVESEKN 

LGPSRRSPGTPRPPGASKGGRTPPQQGGRAGMG 

RASRSWEGSPGEQPRGGGAGGRGRRGRGRGSPH 

LSGAGDTSISDRKSKEWEERRRQNIEKMNEEME 

KIAEYERNQREGVLEPNPVRNFLDDPRRRSGPLE 

ESERDRREESRRHGRNWGGPDFERVRCGLEHER 

QGRRAGLGSAGDMTLSMTGRERSEYLRWKQER 
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SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AIanlne OCysteine, D=Aspartic Add, 
E-Glutamic Add, ^Phenylalanine, G^Glycine, H»Htstldine, 
I=>Isoleudne» K^Lysine, Lr=Leudne f M=MethIonine, 
N=Asparagine t P=Proline, Q=Glutamine, R—Arginine, S^Serinc, 
T^Threonlne, V=Valine, W«Tryptophan, Y=Tyrosine, 
X^Unknown, *=Stop codon, /^-possible nudeotide deletion, 
impossible nudeotide Insertion 










DGPVPAHEPSHRYDDQAWARPPKPPTFGEFLSQ 

HKAEASSRRRRKSSRPQAKAAPRAYSDHDDRWE 

TKEGAASPAPETPQPTSPETSPKETPMQPPEIPAP 

AHRPPEDEGEENEGEEDEEWEDISEDEEEEEIEVE 

EGDEEEPAQDHQAPEAAPTGIPCSEQAHGVPFSP 

EEPLLEPQAPGTPSSPFSPPSGHQPVSDWGEEVEL 

NSPRTTHLAGALSPGEAWPFESV 


3569 


A 


1 


912 


MGRVGRAGVQLGRRRTTWAAERTGQAAAGGP 
GRALRGQRPDLRSGGAADSPAAGRGELYCGVLP 

T? Q~DTin7T CT7D T? 75 f\\/f A T\nTYT r \/T\T\'0 A VC C VfinnT) fl C 

JK.&P W r JLa iiKKK^MAJJr U i Y JJJJKA Y o or OUijKu o 

RGSAGGHGSRSQKELPTEPPYTAYVGNLPFNTV 

QGDIDAIFKDLSIRSVRLVRDKDTDKFKGFCYVE 

FDEVDSLKEALTYDGALLGDRSLRVDIAEGRKQ 

DKGGFGFRKGGPDDRGFRDDFLGGRGGSRPGDR 

RTGPPMGSRFRDGPPLRGSNMDFREPTEEERAQR 

PRLQLKPRTVATPLNQVANPNSAIFGGARPREEV 

VQKEQE 


3570 


A 


1 


912 


MGRVGRAGVQLGRRRTTWAAERTGQAAAGGP 

GRALRGQRPDLRSGGAADSPAAGRGELYCGVLP 

t> c"dti/t7t c ntj t> x> r\\A a T\XtT\'T\7T , \T\x> a vc Qnnnnv) no 
Kor WrLoaKJsJiS^MAlJrUl XUJJKAlOorUUijKOo 

RGSAGGHGSRSQKELPTEPPYTAYVGNLPFNTV 

FDEVDSLKEALTYDGALLGDRSLRVDIAEGRKQ 

DKGGFGFRKGGPDDRGFRDDFLGGRGGSRPGDR 

RTGPPMGSRFRDGPPLRGSNMDFREPTEEERAQR 

PRLQLKPRTVATPLNQVANPNSAIFGGARPREEV 

VQKEQE 


3571 


A 


28 


131 


ROTFGNLCAMRAXWRKKRMRRLKRKRRKMRQ 
RSK 


3572 


A 


3 


1202 


QSEPHRKVRVDPPVRDRPPPHPPPLLVQRALPGQ 
GQAEGSDGADGAKRRAMAHQTGIHATEELKEFF 
AKARAGSVRLDCWIEDEQLVLGASQEPVGRWD 
QDYDRAVLPLLDAQQPCYLLYRLDSQNAQGFE 

GHKDELFGTVKDDLSFAGYQKHLSSCAAPAPLT 

SAERELQQIRINEVKTEISVESKHQTLQGLAFPLQ 

PEAQRALQQLKQKMVNYIQMKLDLERETIELVH 

TEPTDVAQLPSRVPRDAARYHFFLYKHTHEGDP 

LESVVFIYSMPGYKCSIKERMLYSSCKSRLLDSV 

EQDFHLEIAKKBBIGDGAELTAEFLYDEVHPKQH 

AFKQAFAKPKGPGGKRGHKRLIRGPGENGDDS 


3573 


A 


49 


1869 


PHCEPNPGAGAMVLLHVLFEHAVGYALLALKEV 

EEISLLQPQVEESVLNLGKFHSIVRLVAFCPFASS 

QVALENANAVSEGWHEDLRJXLETHLPSKKKK 

VLLGVGDPKIGAAIQEELGYNCQTGGVIAEILRG 

VRUIFHNLVKGLTDLSACKAQLGLGHSYSRAKV 

WYGYHFPELVKITNDNATYCRLAQFIGNRRELNE 

DKLEKLEELTMDGAKAKAILDASRSSMGMDISAI 

DLINIESFSSRWSLSEYRQSLHTYLRSKMSQVAP 

SLSALIGEAVGARLIAHAGSLTNLAKYPASTVQIL 

GAEKALFRALKTRGNTPKYGLIFHSTFIGRAAAK 

NKGRISRYLANKCSIASRIDCFSEVPTSVFGEKLR 

EQVEERLSFYETGEIPRKNLDVMKEAMVQAEAE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A-Alanine OCysteine, D^Aspartic Acid, 
E=Glutamlc Acid, ^Phenylalanine, G=Glycine, H=Histidine t 
Maoleuclne, K~Lysine, L=Le urine, M=Methlonlne, 
N^Asparagine, P=Proline, Q^GIutamine, R«Arglnine, S=Serine, 
T^Threonine, V=Valine, W=Tryptophan, Y«Tyrosine, 
X«Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










EAAAEITRKLEKQEKKRLKKEKKRLAALALASS 

ENSSSTPEECEETSEKPKKKKKQKPQEVPQENGM 

EDPSISFSKPKKKKSFSKEELMSSDLEETAGSTSIP 

KRKKSTPKEETVM5PEEAGHRSRSKKKRKFSBCEE 

PVSSGPEEAVGKSSSKKKKKFHKASQED 


3574 


A 


284 


2032 


CGNERTARLWVQPVVSTMPQASEHRLGRTREPP 

VNIQPRVGSKLPFAPRARSKERRNPASGPNPMLR 

PLPPRPGLPDERLKKLELGRGRTSGPRPRGPLRA 

DHGVPLPGSPPPTVALPLPSRTNLARSKSVSSGDL 

RPMGIALGGHRGTGELGAALSRLALRPEPPTLRR 

STSLRRLGGFPGPPTLFSIRTEPPASHGSFHMISAR 

SSEPFYSDDKMAHHTLLLGSGHVGLRNLGNTCF 

LNAVLQCLSSTRPLRDFCLRRDFRQEVPGGGRA 

QELTEAFADVIGALWHPDSCEAVNPTRFRAVFQ 

KYVPSFSGYSQQDAQEFLKLLMERLHLEINRRGR 

RAPPILANGPVPSPPRRGGAT.LEEPELSDDDRAML 

MWKRYLEREDSKIVDLFVGQLKSCLKCQACGY 

RSTTPEVFCDLSLPIPKKGFAGGKVSLRDCFNLFT 

KEEELESENAPVCDRCRQKTRSTKKLTVQRFPRI 

LVLHLNRFSASRGSIKKSSVGVDFPLQRLSLGDF 

ASDKAGSPVYQLYALCNHSGSVHYGHYTALCR 

CQTGWHVYNDSRVSPVSENQVASSEGYVLFYQL 

MQEPPRCL 


3575 


A 


1 


2408 


RELDSLADLPERIKPPYANGLSTSHLRSSSVEDVK 

LIISEGRPTIEVRRCSMPSVICErnKQFQTISEESN 

QG SLLTVPGDTSPSPKPE VFSNVPERDLSNVSNIH 

SSFATSPTGASNSKYVSADRNLIKNTAPVTSfTVMD 

SPVHLEPSSQVGVIQNKSWEMPVDRLETLSTRDF 

ICPNSNIPDQESSLQSFCNSENKVLKENADFLSLR 

QTELPGNSCAQDPASFMPPQQPCSFPSQSLSDAES 

ISKHMSLSYVANQEPGE-QQKNAVQnSSALDTD 

NESTKDTENTFVLGDVQKTDAFVPVYSDSTIQEA 

SPNFEKAYTLPVLPSEKDFNGSDASTQLNTHYAF 

SI<XTYKSSSGHEVENSTTDTQVISHEKENKLESL 

VLTHLSRCDSDLCEMNAGMPKGNLNEQDPKHC 

PESEKCLLSIEDEESQQSILSSLENHSQQSTQPEM 

HKYGQLVKVELEENAEDDKTENQIPQRMTRNK 

ANTMANQSKQILASCTLLSEKDSESSSPRGRIRLT 

EDDDPQIHHPRKRKVSRVPQPVQVSPSLLQAKEK 

TQQSLAATVDSLKLDEIQPYSSERANPYFEYLHiR 

KKIEEKRKLLCSVIPQAPQYYDEYVTFNGSYLLD 

GNPLSKICIFnTPPPSLSDPI^LFRQQEVVRMKL ' 

RLQHSffiREKLIVSNEQEVLRVHYRAARTLANQT 

LPFSACTVLLDAEVYNVPLDSQSDDSKTSVRDRF 

NARQFMSWLQDVDDKFDKLKTCLLMRQQHEA 

AALNAVQRLEWQLKLQELDPATYKSISIYEIQEF 

YVPLVDVNDDFELTPI 


3576 


A 


5 


1421 


LRLAWHDGARWPLGTPRAAATRREAAALPPVT 

LALLCLDGVFLSSAENDFVHRIQEELDRFLLQKQ 

LSKVLLFPPLSSRLRYLIHRTAENFDLLSSFSVGE 

GWKRRTVICHQDIRVPSSDGLSGPCRAPASCPSR 

YHGPRPISNQGAAAVPRGARAGRWYRGRKPDQ 

PLYVPRVLRRQEEWGLTSTSVLKREAPAGRDPEE 

PGDVGAGDPNSDQGLPVLMTQGTEDLKGPGQR 

CENEPLLDPVGPEPLGPESQSGKGDMVEMATRF 



387 
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SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AJanine OCysteine, D=*Aspartie Add, 
E=Glutamtc Acid, ^Phenylalanine, G=Glyclne, H*=Hisddine, 
I-Isoleucine, K-Lysine, LHLeudne, M-Metblonine, 
N»Asparaglne, P-Proline, Q«Glutamtne, R=Arginine, S=Serine, 
T=Threonine, V-Vallne, W«Tryptophan, Y-Tyrosine, 
X«Unknown, *«Stop codon, /"possible nucleotide deletion, 
V=posslble nucleotide insertion 










GSTLQLDLEKGKESLLEKRLVAEEEEDEEEVEED 
GPSSCSEDDYSEIJLQEITDNLTKKEIQIEKIHLDTS 
SFMEELPGEKDLAHVVEIYDFEPALKTEDLJLATF 
SEFQEKGFRIQWVDDTHALGIFPCRASAAEALTR 
EFSVLKIRPLTQGTKQSKIJKALQRPKLIJRLVKER 
PQTNATVARRLVARALGLQHKKKERPAVRGPLP 
P 


3577 


A 


102 


1998 


DTRTPGSLEMGPLQFRDVAJEFSLEEWHCLDTAQ 

RNLYRNVMLENYSNLVFLG 

KKPLTMKRHEMVANPSGPVICSHFAQDLWPEQN 

IKDSFQKVILRRYEKRGHGNLQLIKRCESVDECK 

VHTGGYNGLNQCSTTTQSKYFQCDKYGKVFHK 

FSNSNRHNIRHTT2KKPFKCIECGKAFNQFSTLITH 

KKIHTGEKPYICEECGKAFKYSSALNTHKRIHTG 

EKPYKCDKCDKAFIASSTLSKHEIIHTGKKPYKCE 

ECGKAFNQSSTLTKHKKIHTGEKPYKCEECGKAF 

NQSSTLTKHKKIHTGEKPYVCEECGKAFKYSRIL 

TTHKRIHTGEKPYKCNKCGKAFIASSTLSRHEFIH 

MOKTCHYTCrFFrfiKAFTW^SVT TRTTKR VHTfiFTCP 

lYlVJPwPkXJ I £V\s£'d^UJVrVrj W v>0 Vl^J XVXXIVXV V XXX UCovT 

YKCEECGKAFKYSSTLSSHKRSHTGEKPYKCEEC 

GKAFVASSTLSKHEIIHTGKKPYKCEECGKAFNQ 

SSSLTKHKKIHTGEKPYKCEECGKAFNQSSSLTK 

EIKKIHTGEKPYKCEECGKAFNQSSTLIKHKKIHT 

REKPYKCEECGKAFHLSTHLTTHKILHTGEKPYR 

CRECGKAFNHSATLSSHKKIHSGEKPYECDKCG 

KAFISPSSLSRHEIIHTGEKP 


3578 


A 


1725 


445 


RPIUIRGTHHFSCVLGSFRVSAMFPRVSTFLPLRP 

LSRHPLSSGSPETSAAAIMLLTVRHGTVRYRSSA 

LLARTKNNIQRYFGTNSVICSKKDKQSVRTEETS 

KETSESQDSEKENTKKDLLGIIKGMKVELSTVNV 

RTTKPPKRRPLKSLEATLGRLRRATEYAPKKRIEP 

LSPELVAAASAVADSIJ?FDKOTTKSELLiSbLOOH 

EEESRAQRDAKRPKISFSNUSDMKVARSATARV 

RSRPELRJQFDEGYDNYPGQEKTDDLKKRKNIFT 

GKRLN1FDMMAVTKEAPETDTSPSLWDVEFAKQ 

IATVNEQPLQNGFEELIQWTKEGKLWEFPINNEA 

GFDDDGSEFHEHIFLEKHLESFPKQGPIRHFMELV 

TCGLSKl^YLSVKQKVEHIEWFRNYFNEBCKDELK 

ESNIQFKLRPWKFLFRNN 


3579 


A 


1725 


445 


RPRRRGTHHFSCVLGSFRVSAMFPRVSTFLPLRP 

LSRHPLSSGSPETSAAAIMLLTVRHGTVRYRSSA 

LLARTKNNIQRYFGTNSVICSKKDKQSVRTEETS 

KETSESQDSEKENTKXDLLGIIKGMKVELSTVNV 

RTTKPPKRRPLKSLEATLGRLRRATEYAPKKRIEP 

LSPELVAAAS A V ADSLPFDKOTTKSELLSOLOOH 

EEESRAQRDAKRPKISFSNHSDMKVARSATARV 

RSRraLRIQFDEGYDNYPGQEKTDDLKKRKNIFT 

GKRLMFDMMAVTKEAPETDTSPSLWDVEFAKQ 

LATVNEQPLQNGFEELIQWTBCEGKLWEFPINNEA 

GFDDDGSEFHEHIFLEKHLESFPKQGPIR11FMELV 

TCGLSKNPYLSVKQKVEHIEWFRNYFNEKKDILK 

ESNIQFKLRPWKFLFRNN 


3580 


A 


3673 


1619 


LYCVAPYSRHLLGRMSHLPMKLLRKKIEKRNLK 
LRQRNLKFQGASNLTLSETQNGDVSEETMGSRK 
VKKSKQKPMNVGLSETQNGGMSQEAVGNDCVT 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A«AIanine OCysteine, D»Aspartic Add, 
EXHutamlc Add, F=Phenyialanine, G~G\ycine, H=Histidine, 
I-Isoleudne, K=Lysine, D-Leudne, M=Methtonlne, 
N=»Asparagine, P^Proline, Q=Glutamlne, R=Arglnine, S^Serine, 
T^Threonine, V«VaIine, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *-Stop codon, /=possible nudeotide deletion, 
V=possible nudeotide Insertion 










KSPQKSTVLTNGEAAMQS SNSESKKKKKKKRK 
* MVNDAEPDTKKAKTENKGKSEEESAETTKETEN 
NVEKPDNDEDESEVPSLPLGLTGAFEDTSFASLC 
NLVNENTUCAIKEMGFTm^ 
DUAAAKTGSGKTLAFIJPAVEL^^ 
TGVLILSPTRELAMQTFGVLKELMTHHVHTYGLI 
MGGSNRSAEAQKLGNGINIIVATPGRLLDHMQN 
TPGFMYKNLQCLVIDEADRILDVGFEEELKQIIKL 
LPTRRQTMLFSATQTRKVEDLARISLKKEPLYVG 
VDDDKANATVDGLEQGYWCPSEKRFLLLFTFL 
JsJ^KKJsJsJLM Vr r boLMo V K. YHYELLNYIDLPVL 
AmGKQKQNKRTTTFFQFCNADSGTLLCTDVAA 
RGLDIPEVDWIVQYDPPDDPKEYIHRVGRTARGL 
NGRGHALLELRPEELGFLRYLKQSKVPLSEFDFS 
WSKISDIQSQLEKLIEKNYFLHKSAQEAYKSYIRA 

VTVCTTOT V /"MTTKTC 7XTXTT XTT TtfWF A T CC , 0"CT/ , \/TlT>T7\/'P\T 

YUSrloLKQlr N VWNLNLPvJ V ALor GrK VFPFV DL 
NVNSNEGKQKKRGGGGGFGYQKTKKVEKSKIF 
KHISKKSSDSRQFSH 


3581 


A 


23 


453 


LCRCICIKNITPHCLWDKVLSQFTYILDNLSNFMS 

HHPHSLRNSCLIRMDLLYWQFTIYTITFCFSHLSG 

RLTLSAQHISHRPCLLSYSLLFWKVHHLFLEGFPC 

SPRLDEMSFHQFPQHPVHVSWHLPIVYKGSMT 

QVSPH 


3582 


A 


3 


950 


TRGCGNKMAGKKNVLSSLAVYAEDSEPESDGEA 
GIEAVGSAAEEKGGLVSDAYGEDDFSRLGGDED 

PvtiDTJiJ'nmtioiOAP'Dnn'nonTDVDT? a tat\ id t/ - twptt? 
uYTsEJ^DI^SRQSEDDDoErE^ 

AEKRDPQELVASFSERVRNMSPDEIKIPPEPPGRC 

SNHLQDKIQKLYERKIKEGMDMhr^nQRKKEFRN 

PSIYEKLIQFCAIDELGTNYPKDMFDPHGWSEDS 

YYEALAKAQKIEMDKLEKAKKERTKIEFVTGT5C 

KGTTTNATSTTTTTASTAVADAQKRKSKWDSAI 

PVTmQPTTLTTtATLPAVVtVTTSASG 

AVGITVKKAKQ 


3583 


A 


3 


950 


1RGCGNKMAGKKNVLSSLAVYAEDSEPESDGEA 

GIEAVGSAAEEKGGLVSDAYGEDDFSRLGGDED 

Cj Y JSbJKKDEN oRQa auuDoii I EKPEADDrKX>Nl fi 

AEKRDPQELVASFSERVRNMSPDEIKIPPEPPGRC 

SNHLQDKIQKLYERKKEGMDMNYnQRKKEFRN 

PSIYEKLIQFCAJDELGTNYPKDMFDPHGWSEDS 

YYEALAKAQKffiMDKLEKAKKERTKIEFVTGTK 

KGTTTNATSTTTTTASTAVADAQKRKSKWDSAI 

PVTTIAQPTILTTTATLPAWTVTTSASGSKTTVIS 

AVGUVKKAKQ 


3584 


A 


3 


1139 


PGSTISSRADRLGAPVLAHPKMAERQEEQRGSPP 
LRAEGKADAEVKLILYHWTHSFSSQKVRLVIAE 
KALKCEEHDVSLPLSEHNEPWFMRLNSTGEVPV 
LIHGENnCEATQIIDYLEQTFLDERTPRLMPDKES 

DSMIPAYATTRIRSQIGNTESELKKLAEENPDLQE 

AYIAKQKRLKSKLLDHDNVKYLKKELDELEKVL 

DQVETELPRRNEETPEEGQQPWLCGESFTLADVS 

IAVTLHRLKFLGFARR2WGNGKRPNLETYYERV 

LKRKTrmVLGHVNNILISAVLPTAFRVAKKRAP 

KVLGTTLWGLI^GVGYFAFMLFRKRLGSMILA 

LRPRPNYF | 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine OCysteine, D=Aspartic Acid, 
E-Glutomic Acid, ^Phenylalanine, (^Glycine, H«Histidfne, 
I=IsoIeurine, KHLysine, L=Leucine, ^Methionine, 
N»Asparagine, P^Proline, Q=Glutamine, R-Arginine, S=Serine, 
T=»Threonine, V-Valine, W-=Tryptophan, Y-Tyrosine, 
X°Unknown, *»Stop codon, ^possible nucleotide deletion, 
\°possibie nucleotide insertion 


3585 


A 


1 


1777 


RRHSPGSPAFAPSSRATAICPRAARAPATLLLALG 

AVLWPAAGAWELTILHTODVHSRLEQTSEDSSK 

CVNASRCMGGVARIJTKVQQIRRAEPNVLLLDA 

GDQYQGTIWFTVYKGAEVAHFMNALR.YDAMA 

LGNHEFDNGVEGL3EPLLKEAKFPILSANIKAKGP 

LASQISGLYLPYKVLPVGDEWGIVGYTSKETPF 

LSOTGT^WEDEITALQPEVDKLKTLNVNKIIAL 

GHSGFEMDKL1AQKVRGVDVWGGHSNTFLYT 

GNPPSKEVPAGKYPFIVTSDDGRKVPWQAYAF 

GKYLGYLKIEFDERGNVISSHGNPILLNSSIPEDPS 

IKADINKWIUKLDNYSTOELGKTIVYLDGSSOSC 

RFRECNMGl^ICDAMINl^ia^ 

MCILNGGGmSPIDERNNGTITWENLAAVLPFGG 

TFDLVQLKGSTLKKAFEHSVHRYGQSTGEFLQV 

GGIHVVYDLSRKPGDRVVKLDVLCTKCRVPSYD 

PLKMDEVYKV1LPNFLANGGDGFQMIKDELLRH 

DSGDQOINWSTYISKMKVTYPAVEGRIKFSTGS 

HCHGSFSLIFLSLWAVIFVLYQ 


3586 


A 


1399 


881 


LSNIO^VLSPQLKDENSKLRRKLNEVQSFSEAQTE 

MVRTLERKLEAKMIKEESDYHDLESVVQQVEQN 

LELMTKRAVKAENIWVKLKQEISLLQAQVSNFQ 

RENEALRCGQGASLTVVKQNADVALQNLRVVM 

NSAQASIEQLVSGAETLNLVAEILKSIDR1SEVKD 

EEEDS 


3587 


A 


88 


1639 


GCVGRGLPLPPRHPTPPSSSSSPFVLLAFLLLVRL 

DPAVSGKMAAPRPPPARLSGVMVPAPIQDLEAL 

RALTALFKEQ1WRETAPRTIFQRVLDILKKSSHA 

VELACRDPSQVENLASSLQLITECFRCLRNACIEC 

SVNQNSIRNLDTIGVAVDLILLFRELRVEQESLLT 

Al^CGLQFLG>nASRNEDSQSIVWVHAFPELFLS 

CLNHPDKKIV A YS SM1LFTSLNHERMKELEENLN 

IAIDVIDAYQKHPESEWPFLIITDLFLKSPELVQA 

MFPKLNNQERVTLLDLMIAKITSDEPLTKDDIPVF 

LRHAELIASTFVDQCKT\^KIASEEPPDDEEALA 

TIRLLDVLCEMTVNTELLGYLQVFPGLLERVIDL 

LRVIHVAGK^TTNIFSNCGCVRAEGDISNVANGF 

KSHLIRLIGl^CYKNKIJNQDKVNELDGIPLILDN 

CNISDSWFLTQWVIYAIRNL'IEDNSQNQDLIAK 

N1EEQGLADASLIJXVGFEVEKXGEKLILKSTRD 

TPKP 


3588 


A 


3 


1462 


DSPRNRFEILGRPTRTPTRPGPRPAMEDLDALLSD 

LETTTSHMPRSGAPKERPAEPLTPPPSYGHQPQT 

GSGESSGASGDKDHLYSTVCKPRSPKPAAPAAPP 

FSSSSGVLGTGLCELDRLLQELNATQFNITDEIMS 

QFPSSKVASGEQKEDQSEDKKRPSLPSSPSPGLPK 

ASATSATLELDRLMASLSDFRVQNHLPASGPTQP 

PVVSSTNEGSPSPPEPTGKGSLDTMLGLLQSDLSR 

RGVPTQAKGLCGSCNKPIAGQVVTALGRAWHPE 

HFVCGGCSTALGGSSFFEKDGAPFCPECYFERFSP 

RCGFCNQPIRHKMVTALGTHWHPEHFCCVSCGE 

PFGDEGFHEREGRPYCRRDFLQLFAPRCQGCQGP 

ILDNYISALSALWHPDCFVCRECFAPFSGGSFFEH 

EGRPLCENHFHARRGSLCATCGLPVTGRCVSAL 

GRRFHPDHFTCTFCLRPLTKGSFQERAGKPYCQP 

CFLKLFG 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^AIanlne OCysteioe, D=Aspartic Add, 
E-GIutamic Add, ^-Phenylalanine, G-Gtydne, H-Hlstidlne, 
I=Isoleoclne, KpLysine, L=Leudne, M-Methlonine, 
N^Asparaglnc, P»Prollne, Q^Glutamtne, R-Arginine, S-Serine, 
T»Ttareonine, V^Valine, W=Tryptopban, Y-Tyrosine, 
X-Unknown, *=Stop codon, /^possible nudeottde deletion, 
\spossible nudeotide insertion 


3589 


A 


226 


6793 


SPPKKSRKCNLSFRLISAERWRr^LLILMEMPRKP 

RLTLF^QRRIENIATEREFDPEEFYYLLEAAEGHA 

KEGQGIKTDIPRYnSQLGLNKDPLEEMAHLGNY 

DSGTAETPETDESVSSSNASLKLRRKPRESDFETI 

KLISNGAYGAVYFVRHKESRQRFAMKKINKQNL 

ILRNQIQQAFVERDILTFAENPFWSMYCSFETRR 

HLCMVMEYVEGGDCATLMKNMGPLPVDMARM 

YFAETYLALEYLHNYGIVHRDLKPDNLLVTSMG 

HIKLTOFGLSKVGLMSMTTNLYEGHIEKDAREFL 

DKQVCGTPEYIAPEVILRQGYGKPVDWWAMGn 

LYEFLVGCVPFFGDTPEELFGQVISDEINWPEKDE 

APPPDAQDLITLLLRQNPLERLGTGGAYEVKQHR 

FFRSLDWNSLLRQKAEFIPQLESEDDTSYFDTRSE 

KYHHMETEEEDDTNDEDFNVEIRQFSSCSHRFSK 

VFSSIDRITQNSAEEKEDSVDKTKSTTLPSTETLS 

WSSEYSEMQQLSTSNSSDTESNRHKLSSGLLPKL 

AISTEGEQDEAASCPGDPHEEPGKPALPPEECAQ 

EEPEVTTPASTISSSTLSVGSFSEHLDQINGRSECV 

DSTDNSSKPSSEPASHMARQRLESTEKKKISGKV 

TKSLSASALSLMIPGDMFAVSPLGSPMSPHSLSSD 

PSSSRDSSPSRDS SAASASPHQPIVIHS SGKNYGFT 

IRAIRVYVGDSDIYTVHHTVWNVEEGSPACQAGL 

KAGDLITHINGEPVHGLVHTEVIELLLKSGNKVSI 

TTTPFENTSIKTGPARRNSYKSRMVRRSKKSKKK 

ESLERRRSLFKKLAKQPSPLLHTSRSFSCLNRSLS 

SGESLPGSPTHSLSPRSPTPSYRSTPDFPSGTNSSQ 

SSSPSSSAPNSPAGSGHIRPSTLHGLAPKLGGQRY 

RSGRRKSAGNIPLSPLARTPSPTPQPTSPQRSPSPL 

LGHSLGNSKIAQAFPSKMHSPPTIVRHIVRPKSAE 

PPRSPLLKRVQSEEKLSPSYGSDKKHLCSRKHSL 

EVTQEEVQREQSQREAPLQSLDENVCDVPPLSRA 

F^VEQGCLKRPVSRKVGRQESVDDLDRDiKLK^ 

VVVKKADGFPEKQESHQKFHGPGSDLENFALFK 

LEEREKKVYPKAVERSSTFENKASMQEAPPLGSL 

LKDALHKQASVRASEGAMSDGPVPAEHRQGGG 

DFRRAPAPGTLQDGLCHSLDRGISGKGEGTEKSS 

QAKELLRCEKLDSKLANIDYLRKKMSLEDKEDN 

LCPVLKPKMTAGSHECLPGNPVRPTGGQQEPPPA 

SESRAFVSSIHAAQMSAVSFVPLKALTGRVDSGT 

EKPGLVAPESPVRKSPSEYKLEGRSVSCLEPIEGT 

LDIALLSGPQASKTELPSPESAQSPSPSGDVRASV 

PPVLPSSSGKKNDTTSARELSPSSLKMNKSYLLEP 

WFLPPSRGLQNSPAVSLPDPEFKRDRKGPHPTAR 

SPGTVMESNPQQREGSSPKHQDHTTDPKLLTCLG 

QNLHSPDLARPRCPLPPEASPSREKPGLRESSERG 

PPTARSERSAARADTCREPSMELCFPETAKTSDN 

SKNLLSVGRTHPDFYTQTQAMEKAWAPGGKTN 

HKDGPGEARPPPRDNSSLHSAGEPCEKELGKVRR 

GVEPKPEALLARRSLQPPGIESEKSEKLSSFPSLQ 

KDGAKEPERKEQPLQRHPSSIPPPPLTAKDLSSPA 

ARQHCSSPSHASGREPGAKPSTAEPSSSPQDPPKP 

VAAHSESSSHKPRPGPDPGPPKTKHPDRSLSSQK 

PSVGATKGKEPATQSLGGSSREGKGHSKSGPDVF 

PATPGSQNKASDGIGQGEGGPSVPLHTDRAPLDA 

KPQPTSGGRPLEVLEKPVHLPRPGHPGPSEPADQ 
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SEQJD 
NO: 


Method 


Predicted 

beginning 

nudeotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
^nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCystelne, D^Aspartic Acid, 
E^Glutamic Add, ^Phenylalanine, G^Glycine, H»Htetidine, 
I=IsoIeocine, KpLysine, L^Lenctne, M=Metbionfne, 
N=Asparagine, P=Proltne, Q=Glutamine, R^Arginine, S=Serine, 
T«Threonine, V=Valine, W^Tryptophan, Y=Tyrosine, 
X K Unknown, *«Stop codon, /^possible nudeotide deletion, 
^possible nudeotide insertion 










KLSAVGEKQTLSPKHPKPSTVKDCPTLCKQTDN 

RQTDKSPSQPAANTDRRAEGKKCTEALYAPAEG 

DKLEAGLSFVHSENRLKGAERPAAGVGKGFPEA 

RGKGPGPQKPPTEADKPNGMKRSPSATGQSSFRS 

TALPEKSLSCSSSFPETRAGVREASAASSDTSSAK 

AAGGMLE1JPAPSNRDHRKAQPAGEGRTHMTKS 

DSLPSFRVSTLPLESHHPDPNTMGGASHRDRALS 

VTATVGETKGKDPAPAQPPPARKQNVGRDVTKP 

SPAPNTDRPISLSNEKDFWRQRRGKESLRSSPHK 

KAL 


3590 


A 


3 


935 


RATTRPICNEVQDYVSVEYLSPHMGGTDPFKYSY 

PPLVDDDFQTPLCENGPITSEDETSSKEDIESDGK 

ETLETISNEEOTPLLKKINPTESTSKAEENEKVDS 

K VKAFKKPLS VFKGPLLHISPAEEL YFGSTES GEK 

KILIVLTNVTKNIVAFKWTTAPEKYRVKPSNSS 

CDPGASVDP/VSPHGGLTVSAQDRFLIMAAEME 

QSSGTGPAELTQFWKEVPRNKVMEHRLRCHTVE 

SSKPNTLTLKDNAFNMSDKTSEDICLQLSRLLES 

NRKLEDQVQRCIWFQQLLLSLTMLLLAFVTSFFY 

LLYS 


3591 


A 


303 


2 


GGSWGPLCPVSPAMSLSDPGLGYHPTCWTLRWP 

PLCSLHALHVFHCLFSSRLGTPVSPRLAMDPNCS 

CEAGGSCACAGSCKCKKCKCTSCKKSCCSCCPL 




A 


1052 


1779 


GKTMMRJCMLIJVAALSVTAMTAHADYOCSV 
RDDVWSPQWQVKGENGM.VITPDGNVIV1YNGK 
QYSLNAAQREQAKDYQAELRSTLPWIDEGAKSR 
VEKARI ALDKH VQEMGES SKMRSRLTKLD AQ VK 
EQMNRHETRSDG^ 

AMGGILQDSINEMGAKAVLKSGGNPLQNVLGSL 
GGLQSSIQTEWKKQEKDFQQFGKDVCSRVVTLE 
DSRKALVGNLK 


3593 


A 


3 


1837 


LSFEKVDIQTDWDLTKEMYEGKE^SFELQRDFS 

QETDFSEASIXEKQQEVHSAGMKKEKSNTIDGT 

VKDETSPVEECFFSQSSNSYQCHTITGEQPSGCTG 

LGKSISFDTKLVKIffinNSEERPFKCEELVEPFRCD 

SQLIQHQENOTEEl^YQCSECGKAFSINEKlvIWH 

QRLHSGEKPFKCVBCGKSFSYSSEYYTHQTIHSGE 

KPYQCKMCGKAFSWGSLSMQRIHTGEKPYQC 

ICECGNGFSCSSAYITHQRVHTGEKPYECNDCGK 

AWGNAKLIQHQRIHTGEKP YECNECGKGFRCS S 

QLRQHQSIHTGECTYQCKECGKGFNNOTKLIQH 

QRmTASLAEQIJ^SGNHFIWGCCLTISSPGPS 

VYGPKMJMRGAPNSRLAGGREKRTQDTDFGQC 

Sl^PSHSPSCraPWNVTDYDSSWYRQKQVLSGV 

WSSPLS1L1CLPRTLMSIHIQEMDTPGEMLMTGR 

GSLGPTLTTEAPAAAQPGKQGPPGTGRCLQAPGT 

EPGEQTPEGARELSPLQESSSPGGVKAEEEQRAG 

AEPGTRPSLARSDDNDHEVGALGLQQGKSPGAG 

OTEPEQDCAARAPVRAEAVRRMPPGAEAGSVVL 

DD 


3594 


A 


39 


261 


RAAIV1IV1DTSRVQP1KLA1YIKVLGRTGSQGQCTQ 

VRVEFMDDTSRSIIRSVKGPVREGDVLTLLESERE 

ARRLR 


3595 


A 


973 


68 


GRVGTKHQMADDAGAAGGPGGPGGPGMGNRG 
GFRGGFGSGIRGRGRGRGRGRGRGRGARGGKAE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A B Alanine OCysteine, D=Aspartlc Add, 
E=Glutamic Add, ^Phenylalanine, G=GIycine, HHHistidine, 
Iolsoleudne, K«Lysine, L=Leucine, M=Methlonine, 
N»Aspar&gine, P=Proline, Q-Glutaraine, R^ArginLne, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine, 
X«Unknown, *=Stop codon, ^possible nudeotf de deletion, 
V=possible nucleotide insertion 










DKEWMPVTKLGRLVKDMKIKSLEEIYLFSLPIKE 

SEEDFFLGASLKDEVLKIMPVQKQTRAGQRTRF 

KAFVAIGDYNGHVGLGVKCSKEVATAIRGAIILA 

KLSIVPVRRGYWGNKIGKPHTVPCKVTGRCGSV 

LVRLIPAPRGTGIVSAPVPKKLLMMAGIDDCYTS 

ARGCTATLGNFAKATFDAISKTYSYLTPDLWKE 

TVFTKSPYQEFTDHLVKTHTRVSVQRTQAPAVA 

TT 


3596 


A 


106 


2960 


DERRVGAADMFGRSRSWVGGGHGKTSRNIHSL 

DHLKYLYHVLTKNTTVTEQNRNLLVETIRSITE^ 

IWGDQNDSSVFDFFLEKNMFVFFLNILRQKSGRY 

VCVQLLQTLNILFENISHETSLYYLLSNNYVNSn 

VHKFDFSDEEIMAYYISFLKTl^LKL>n^HTVHFF 

YNEHTbTOFALYTEAIKFFNHPESMVRIAVRlITL 

NVYKVSLDNQAMLHYIRDKTAWYFSNLVWFIG 

SHVIELDDCVQTDEEHRNRGKLSDLVAEHLDHL 

HYLNDILIINCEFLNDVLTDHLLNRLFLPLYVYSL 

ENQDKGGERPKISLPVSLYLLSQVFLIIHHAPLVN 

SLAEVILNGDLSEMYAKTEQDIQRSSAKPSIRCFI 

KPTETLERSLEMNKHKGKRRVQKRPNYKNVGEE 

EDEEKGPTEDAQEDAEKAKGTEGGSKGIKTSGES 

EEIEMVIMERSKLSELAASTSVQEQNTTDEEKSA 

AATCSESTQWSRPFLDMVYHALDSPDDDYHALF 

VLCLLYAMSHNKGMDPEKLERIQLPVPNAAEKT 

TYNHPLAERLIRIMNNAAQPDGKIRLATLELSCL 

LLKQQVLMSAGCIMKDVHLACLEGAREESVHLV 

RHFYKGEDIFLDMFEDEYRSMTMKPMNVEYLM 

MDASELLPPTGTPLTGIDFVKRLPCGDVEKTRRAI 

RVFFMLRSLSLQLRGEPETQLPLTREEDLIKTDDV 

LDLNNSDLIACTVITKDGGMVQRSLAVDIYQMS 

LVEPDVSRLGWGWKFAGLLQDMQVTGVEDDS 

RALNITIHKP AS SPHSKPFPILQATFIFSDHIRCIIAK 

QRLAKGRIQARRMKMQRIAALLDLPIQPTTEVLG 

FGLGSSTSTQHLPFRFYDQGRRGSSDPTVQRSVF 

ASVDKVPGFAVAQCINEHSSPSLSSQSPPSASGSP 

SGSGSTSHCDSGGTSSSSTPSTAQSPAGIGHVTQ 


3597 


A 


427 


277 


GVRRIQHHWAQMHECNVHTYASLFCLFLLHTG 
KLCCLNSHRHFHCIKYSK 


3598 


A 


1 


503 


FRPRTKKATAMYLEHYLDSIENLPCELQRNFQL 

MRELDQRTEDKKAEIDELAAEYISTVKTLSPDQR 

VERLQKJQNAYSKCKEYSDDKVQLAMQTYEMV 

DKHIRRLDADLARFEADLKDKMEGSDFESSGGR 

GLKKGRGQKEKRGSRGRGRRTSEEDTPKKKKH 

KGG 


3599 


A 


2 


3907 


KTITALAFSPDGKYLVTGESGHMPAVRVWDVAE 

HSQVAELQEHKYGVACVAFSPSAKYIVSVGYQH 

DMIVNVWAWKKNIVVASNKVSSRVTAVSFSED 

CSYFVTAGNRHDCFWYLDDSKTSKVNATVPLLG 

RSGLLGELRNNLFTDVACGRGKKADSTFCITSSG 

LLCEFSDRRLLDKWVELRVYPEVKDSNQACLPP 

SSFITCSSDNTIRLWNTESSGVHGSTLHR2s[ILSSDL 

IK1IYVDGNTQALLDTELPGGDKADASLLDPRVGI 

RSVCVSPNGQHLASGDRMGTLRVHELQSLSEML 

KVEAHDSEILCLEYSKPDTGLKLLASASRDRLIH 

VLDAGREYSLQQTLDEHSSSITAVKFAASDGQVR 
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SEQJD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanfne OCysteine, D=*Aspartic Add, 
E-Glutamic Acid, ^Phenylalanine, G^Grycioe, H-Histtdlne, 
I=Isoleucine, Kp&ysine, LHLeudne, M-Methionine, 
N=Asparagine, ^Proline, Q=Glutamlne, R"Arginlne, S-Serine, 
^Threonine, V«VaIine, W-Tryptopban, Y^Tyroslne, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
possible nucleotide Insertion 










MISCGADKSIYFRTAQKSGDGVQFTRTHHVYRK 

TTLYDMDVEPSWKYTAIGCQDRNIRIFN1SSGKQ 

KKLFKGSQGEDGTLIKVQTDPSGIYIATSCSDKNL 

SIFDFSSGECVATMFGHSEIVTGMKFSNDCKHLIS 

VSGDSCIFVWRLSSEMTISMRQRLAELRQRQRGG 

KQQGPSSPQRASGPNRHQAPSMLSPGPALSSDSD 

KEGEDEGTEEELPAI^VIAKSTKKALASVPSPAL 

PRSLSHWEMSRAQESVGFLDPAPAANPGPRRRG 

RWVQPGVELSVRSMLDLRQLETLAPSLQDPSQD 

SLAHPSGPRKHGQEALETSLTSQNEKPPRPQASQ 

PCSYPHIIRLLSQEEGVFAQDLEPAPIEDGIVYPEP 

SDNPTMDTSEFQVQAPARGTLGRVYPGSRSSEK 

HSPDSACSVDYSSSCLSSPEHPTEDSESTEPLSVD 

GISSDLEEPAEGDEEEEEEEGGMGPYGLQEGSPQ 

TPDQEQFLKQHFETLASGAAPGAPVQVPERSESR 

SISSRFLLQVQTRPLREPSPSSSSLALMSRPAQVPQ 

ASGEQPRGNGANPPGAPPEVEPSSGNPSPQQAAS 

VLLPRCRLNPDSSWAPKRVATASPFSGLQKAQS 

VHSLVPQERHEASLQAPSPGALLSREIEAQDGLG 

SLPPADGRPSRPHSYQNPTTSSMAKISRSISVGEN 

LGLVAFPOARAPTRVSPl SKT.AT P&R AHT VI TftPK 

PLPDRPTLAAFSPVTKGRAPGEAEKPGFPVGLGK 

AHSTTERWACLGEGTTPKPRTECQAHPGPSSPCA 

QQLPVSSLFQGPENLQPPPPEKTPNPMECTKPGA 

ALSQDSEPAVSLEQCEQLVAELRGSVRQAVRLY 

HSVAGCKMPSAEQSRIAQLLRDTFSSVRQELEAV 

AGAVLSSPGSSPGAVGAEQTQALLEQYSELLLRA 

VERRMERKL 


3600 


A 


1688 


916 


IPGSTISCSMALCEAAGCGSALLWPRLLLFGDSIT 

QFSFQQGGWGASLADRLVRKCDVLNRGFSGYN 

TRWAKHLPRLD^GNSLDIPVAVTIFFGANDSAL 

KDEOTKQHPLEEYAAl^KSMVQYLKSVDIPENR 

miTPTPLCETAWEEQCnQGCKLNRLNSVVGEY 

ANACLQVAQDCGTDVLDLWTLMQDSQDFSSYL 

SDGLHLSPKGNEFLFSHLWPLIEKKVSSLPLLLPY 

WRDVAEAKPELSLLGDGDH 


3601 


A 


44 


223 


VHFPLIPQLAKCFWTMNRAARNKSEKRYYSEFL 
QIAHLFNYGLSSFLREFHFLEKLLQ 


3602 


A 


37 


1124 


VPKPASGKRRLEFRPQDSKACAATPHSPGRITSR 
TRGSQKVRSVPPRLPWAQASASTDWEGLRGVPG 
PALRRENFLEAAASGRSGRTPTGGVGFRDVGGP 
HFPIFPAAHFLWCNLHTPRRPACNAPWHSPVGEI 

AAA A AA A + AMTAAAJL AM TT wlliJli A A lu\A 4l » * *A ft ±AkJA T wXJl 

SPPPRESQLRRDPEVHFESPAHPLGFRLLPGRGLP 

ANAVTVETAAMAAPRQPSHIVRLKPSCSTDSSF 

TRTPWTVSLASRELPVSSWQVTEPSSKNLWEQI 

CKEYEAEQPPFPEGYKVKQEPVTTVAPVEEMLFH 

GFSAEHYFPVSHFTMISRTPCPQDKSETINPKTCS 

PB3EYLETFIFPVLLPGMASLLHQAKKEKCFEVVL 

QMTPSGGKACVWGHLPSSSHTI 


3603 


A 


286 


587 


NISNKAEVSSHPSVISHSMDSFGQPRPEDNQSVLR 

RMQKKYWKtKQVFIKATGKKEDEHLVASDAEL 

DAKLEVFHSVQETCTELLKIIEKYQLRLNGMKS 


3604 


A 


103 


2440 


QPRRRVFPAAGRGPGRKCSQWGRQASVSFEDVT 

VDFSKEEWQHLDPAQRRLYWDVTLENYSHLLS 

VGYQIPKSEAAFKLEQGEGPWMLEGEAPHQSCS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A-AJanine OCysteine, D=Aspartlc Add, 
^-Glutamic Acid, ^Phenylalanine, G-GIydne, H=HisUdine, 
Msoleudne, K=Lysine, L=Lcudne, M^Methionine, 
N»Asparagine, P=ProIine, Q=GIutamlne, R=Arginine, S»Serine, 
'MTireonlne, V=Valine, W=Tryptophan, Y^yrosine, 
X=Unkno>vn, *=Stop codon, /"possible nudeotide deletion, 
V«possible nucleotide insertion 










GEAIGKMQQQGIPGGIFFHCERFDQPIGEDSLCSI 

LEELWQDNDQLEQRQENQNNLLSHVKVLIKERG 

YEHKNIEKIIHVTrXLWSIKRIJINCDT^ 

SHNHNKNSATKI^GKIFGNGNNFPHSPSSTBCNEN 

AKTGANSCEHDHYEKHLSHKQAPTHHQKIHPEE 

KLWCTECVMGFTQKSHLFEHQRIHAGEKSREC 

DKSNKVFPQKPQVDVHPSVYTGEKPYLCTQCGK 

VFTLKSNLITHQKIHTGQKPYKCSECGKAFFQRS 

DLFRHLRIHTGEKPYECSECGKGFSQNSDLSIHQ 

KTrTrGEKHYECNECGKAFTRKSALKNfflQRIHTG 

EKPYVCADCGKAFIQKSHFNTHQRIHTGEKPYEC 

SDCGKSFTKKSQLHVHQRIHTGEKPyiCTECGKV 

FTHRTNLTTHQKTHTGEKPYMCAECGKAFTDQS 

NLIKHQKTHTGEKPYKCNGCGKAnWICSRLICIH 

QKSmGERHYECKDCGKAFIQKSTLSVHQRIHTG 

EKPYVCPECGKAFIQKSHFIAHHRIHTGEKPYECS 

DCGKCFTKKSQLRVHQKIHTGEKPN1CAECGKAF 

TDRSNLITHQKIHTREKPYECGDCGKTFTWKSRL 

NIHQKSHTGERHYECSKCGKAFIQKATLSMHQII 

HTGKKPYACTECQKAFTDRSNLIKHQKMHSGEK 

RYKASD 


3605 


A 


3 


322 


SFRMSGRGKGGKGLGKGGAKRHRKVLRDNIQGI 
TKPAIRRIJVRRGGVKRISGLIYEETRGVLKVFLEN 
VlRDA\nTYTEHAKRKTVTAMDVVYALKRQGRT 
LYGFGG 


3606 


A 


1 


1749 


VPVTAEAKLMGFTQGCVTFEDVAIYFSQEEWGL 

LDEAQRLLYRDVMLENFALITALVCWHGMEDE 

ETPEQSVSVEGVPQVRTPEASPSTQKIQSCDMCV 

PFLTDILHLTDLPGQELYLTGACAVFHQDQKHHS 

AEKPLESDMDKASFVQCCLFHESGMPFTSSEVG 

KDFIAPLGILQPQAJANYEKPNKISKCEEAFHVGI 

SHYKWSQCRRESSHKHTFFHPRVCTGKRLYESS 

KCGKACCCECSLVQLQRVHPGERPYECSECGKS 

FSQTSHLNDHRRIHTGERPYVCGQCGKSFSQRAT 

LIKHHRVHTGERPYECGECGKSFSQSSNLIEHCRI 

HTGERP YECDECGKAFG SKSTLVRHQRTHTGEK 

PYECGECGKLFRQSFSLWHQRIHTTARPYECGQ 

CGKSFSLKCGLIQHQLIHSGARPFECDECGKSFSQ 

RTTLNKHHKVHTAERPYVCGECGKAFMFKSKL 

VRHQRTHTGERPFECSECGKFFRQSYTLVEHQKI 

HTGLRPYDCGQCGKSFIQKS SLIQHQWHTGERP 

YECGKCGKSFTQHSGLILHRKSHTVERPRDSSKC 

GKPYSPRSNIV 


3607 


A 


92 


331 


AMAGPGPGPGDPDEQYDFLFKLVLVGDASVGKT 
CWQRFKTGAFSERQGSTIGVDFTMKTLEIQGKR 
VKLQIWDTAGQER 


3608 


A 


545 


379 


AIKGYIHLSAPRNRYMHTTASNGRMLFMKVTM 
YMRRGVQIMGWSVRMAFMACFTQ 


3609 


A 


118 


873 


VWMAWQVSLLELEDRLQCPICLEVFKESLMLQC 
GHSYCKGCLVSLSYHLDTKVRCPMCWQWDGS 
SSLPNVSLAWVIEALRLPGDPEPKVCVHHRNPLS 
LFCEKDQELICGLCGLLGSHQHHPVTPVSTVCSR 
MKEELAALFSELKQEQKKVDELIAKLVKNRTRIV 
NESDVFSWVIRREFQELRHPVDEEKARCLEGIGG 
HTRGLVASLDMQLEQAQGTRERLAQAECVLEQF 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino add sequence (A»Alanine OCysteine, D-Aspartic Acid, 
E-GIutamic Acid, ^Phenylalanine, OGlycJne, H-Histidinc, 
I=Isoleucine, K«Lyslne, I^Leudne, M-Metnlonlne, 
N»Asparagine, P«Prollne, Q=G]utamine» R»Arginlne, S=Serine, 
T^Threonlne, V-Vaiine, W«*Tryptophan t V=Tyrosine, 
X=Unknown, *=Stop codon, /"possible nucleotide deletion, 
\=possib!e nucleotide insertion 










GNEDHHEFIWKFHSMASR 


3610 


A 


2 


987 


DPR\WPLLQPPPPIJUPRLVIIJCMAPLDLDKYVEI 

ARLCKYLPENDLKRLCDYVCDLLLEESNVQPVS 

TPVTVCGDIHGQFYDLCEIJFRTGGQVPDTNYIFM 

GDFWRGYYSLETrT^LAIJKlAKWPDRITIJJlG 

NHESRQITQVYGFYDECQTKYGNANAWRYCTK 

VFDMLTVAALIDEQILCVHGGLSPDIKTLDQIRTI 

ERNQEBPHKGAFCDLVWSDPEDVDTWAISPRGA 

GWLFGAKVTNEFVrnNNLKLICRAHQLVHEGYK 

FMFDEKLVTV WSAPNY C YRCGNIASIMVFKD VN 

TREPKLFRAVPDSERVIPPRTTTPYFL 


3611 


A 


245? 


869 


AEKMTAELREAMALAPWGPVKVKKEEEEEENF 

PGQASSQQVHSENIKVWAPVQGLQTGLDGSEEE 

EKGQNISWDMAWLKATQEAPAASTLGSYSLPG 

TIAKSEILETHGTMNFLGAETKNLQLLVPKTEIC 

EEAEKPLHSERIQKADPQGPELGEACEKGNMLK 

RQRIKREKKDFRQVIVNDCHLPESFKEEENQKCK 

KSGGKYSLNSGAVKNPKTQLGQKPFTCSVCGKG 

FSQSANLWHQRIHTGEKPFECHECGKAFIQSAN 

LVVHORIHTGOKPWCSKCGKAFTOSSNLTVHO 

KIHSlyEKTFKCNECEKAFSYSSQLARHQKVHITE 

KCYECNECGKTFTRSSNLIVHQRIHTGEKPFACN 

DCGKAFTQSANLIVHQRSHTGEKPYECKECGKA 

FSCFSHLIVHQRIHTAEKPYDCSECGKAFSQLSCL 

IVHQRIHSGDLPYVCNECGKAFTCSSYLLIHQRIH 

NGEKPYTCNECGKAFRQRSSLTVHQRTHTGEKP 

YECEKCGAAHSNSHLMRHHRTHLVE 


3612 


A 


318 


2245 


SPMAEAALVNTPQIPMVTEEFVKPSQGHVTFEDI 

AVYFSQEEWGLLDEAQRCLYHDVMLENFSLMA 

SVGCLHGIEAEEAjPSEQTLSAQGVSQARTPKLGP 

SIPNAHSCEMCILVMKDILYLSEHQGTLPWQKPY 

TSVASGKWFSFGShlLQQHQNQDSGEKHIRKEESS 

ALLLNSCKIPLSDNIJFPCKDVEKDFPTELGLLQHQ 

TTHSRQEYAHRSRETFQQRRYKCEQVFNEKVHV 

TEHQRVHTGEKAYKRREYGKSLNSKYLFVEHQR 

THNAEKPYVCMCGKSFLHKQTLVGHQQRIHTRE 

RSYVCIECGKSLSSKYSLVEHQRTHNGEKPYVCN 

VCGKSFRHKQTFVGHQQRIHTGERPYVCMECGK 

SFIHSYDRIRHQRVHTGEGAYQCSECGKSFIYKQ 

SLLDHHRIHTGERPYECKECGKAFIHKKRLLEHQ 

RIHTGEKPYVCnCGKSFIRSSDYMRHQRIHTGER 

AYECSDCGKAnSKQTIXKHHKIHTRERPYECSE 

CGKGFYLEVKLLQHQRIHTREQLCECNECGKVF 

SHQKRLLEHQKVHTGEBCPCECSECGKCFRHRTS 

LIQHQKVHSGERPYNCTACEKAFIYKNKLVEHQ 

RIHTGEKPYECGKCGKAFNKRYSLVRHQKVHIT 

EEP 


3613 


A 


817 


3345 


NQSHPDSETVTVEGGRRKMKSNQERSNECLPPK 

KREBPATSRSSEEKAPTLPSDNHRVEGTAWLPGN 

PGGRGHGGGRHGPAGTSVELGLQQGIGLHKALS 

TGLDYSPPSAPRSVPVATTLPAAYATPQPGTPVSP 

VQYAHLPHTFQHGSSQYSGTYASFIPSQLIPPTAN 

P\nrSAVASAAGATTPSQRSQLEAYSTLLANMGS 

LSQTPGHKAEQQQQQQQQQQQQQQQQQQQQQ 

QQQHQQQQQQQQQQQQQQHLSRAPGIJTPGSPP 
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SEQV> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine D=Qysteine, D=Aspartic Add, 
&=Glutamic Add, ^Phenylalanine, OGlydne, H=Histidine, 
I»IsoIenclne, KHLysine, L=>Leudne, M=Methionlne, 
N=Asparagtne, P-Proline, Q=Glutamine t R«*Argi nine, S=Serine, 
T^OThreonlne, V=Valtae, W=Tryptophan, Y«Tyrosine, 
X=Unknown, *«Stop codon,/=posslble nucleotide deletion, 
\=possibie nudeotide insertion 










PAQQNQYVmSSSPQNTGRTASPPAPVHLHPHQ 

TNflPHTLTLGPPSQVVMQYADSGSHFVPREATK 

KAESSRLQQAIQAKEVLNGEMEKSRRYGAPSSA 

DLGLGKAGGKSVPHPYESRHVVVHPSPSDYSSR 

DPSGVRASVMVLPNSNTPAADLEVQQATHREAS 

PSTLNDKSGLHLGKPGHRSYALSPHTVIQTTHSA 

SEPLPVGLPATAFYAGTQPPVIGYLSGQQQAITY 

AGSLPQHLVPGTQPLLPVGSTDMEASGAAPAIV 

TSSPQFAAVPHTFVTTALPKSENFNPEALVTQAA 

YPAMVQAQIHLPWQSVASPAAAPPTLPPYFMK 

GSIIQLANGELKKVEDLKTEDFIQSAEISNDLKIDS 

STVERIEDSHSPGVAVIQFAVGEHRAQVSVEVLV 

EYPFFVFGQGWSSCCPERTSQLFDLPCSKLSVGD 

VCISLTLKNLKNGSVKKGQPVDPASVLLKHSKA 

DGLAGSRHRYAEQENGINQGSAQMLSENGELKF 

PEKMGLSAAPFLTKIEPSKPAATRKRRWSAPESR 

KLEKSEDEPPLTLPKPSLIPQEVKICIEGRSNVGK 


3614 


A 


3 


114 


FFESRLRCKCCEPRGSWARFGCWRLQPEFKPKQ 
LEG 


3615 


A 


3 


1603 


DAWALTNQFSDSKQHIEVLKESLTAKEQRAAILQ 

TEVDALRLRLEEKETMLNKKTKQIQDMAEEKGT 

QAGEIHDLKDMLDVKERKVKVLQKKDENLQEQL 

RDKEKQMSSLKERVKSLQADTTNTDTALTTLEE 

ALAEKERTIERLKEQRDRDEREKQEEIDNYKKDL 

KDLKEKVSLLQGDLSEKEASLLDLKEHASSLASS 

GLKKDSRLKTLEIALEQKKEECLKM03SQLBCKAH 

EAALEARASPEMSDRIQHLEREITRYKDESSKAQ 

AEVDRLLEILKEVENEKNDKDKKIAELESLTSRQ 

VKDQNKKVANLKHKEQVEKI<^SAQMLEEARRR 

EDNLNDSSQQLQDSLRKKDDRIEELEEALRESVQ 

ITAEREMVLAQEESARTNAEKQVEELLMAMEKV 

KQELESMKAKLSSTQQS1AEKETHLTNLRAERR 

KHLEEVLEMKQEALLAAISEKDANIALLELSSSK 

KKTQEBVAALKREKDRLVQQLKQQTQNRMKLM 

ADNYEDDHFKSSHSNQTNHKPSPDQDEEEGIWA 


3616 


A 


244 


1420 


RRRWRARGGLVPTLAWAEATGAYVPGRDKPDL 

PTWKRNFRSALNRKEGLRLAEDRSKDPHDPHKI 

YEFVNSGVGDFSQPDTSPDTNGGGSTSDTQEDIL 

DELLGNMVLAPLPDPGPPSLAVAPEPCPQPLRSPS 

LDNPTPFPNLGPSENPLKRLLVPGEEWEFEVTAF 

YRGRQVFQQTISCPEGLRLVGSEVGDRTLPGWP 

VTLPDPGMSLTDRGVMSYVRHVLSCLGGGLAL 

WRAGQWLWAQRLGHCHTYWAVSEELLPNSGH 

GPDGEVPKDKEGGVFDLGPFIVGSLGPPDLITFTE 

GSGRSPRYALWFCVGESWPQDQPWTKRLVMVK 

VVPTCLRALVEMARVGGASSLEOTVDLHISNSHP 

LSLTSDQYKAYLQDLVEGMDFQGPGES 


3617 


A 


852 


304 


RGGLLSKMARVLKAAAANAVGLFSRLQAPIPTV 

RASSTSQPLDQVTGSVWNLGRLNHVAIAVPDLE 

KAAAFYKNILGAQVSEAVPLPEHGVSVVFVNLG 

NTKMELLHPLGRDSPIAGFLQKh^GGMHHICIE 

VDNINAAVMDLKKKKIRSLSEEVKIGAHGKPVIF 

LHPKDCGGVLVELEQA 


3618 


A 


3 


5992 


DNIDETYGVNVQFESDEEEGDEDVYGEVREEAS 
DDDMEGDEAVYRCTLSANMYVDEILVWCASEL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanioe C-Cysteine, D»Aspartic Add, 
E=GlutamJc Add, ^Phenylalanine, G=GlycJne, H«Histidine, 
I=Iaoleucinc, K«Lysine, l^Leudne, M^MethJonine, 
N-Asparagine, P~ProUne, Q=Glutamine, R^Arginine, S==Serioe, 
T=Threonine, V-^Valine, W=Tryptopnan, Y^Tyrosine, 
X=Unknown, *»Stop codon, /^possible nucleotide deletion, 
possible nucleotide insertion 










NIPEFFPLESPHKKVGYGLSSRTWLQGGGKVIEA 

GRDLLVASGELMSSKKKDLHPRDIDAFWLQRQL 

SRFYDDAIVSQKKADEVLEILKTASDDRECENQL 

YL1XGFNTFDFIKVLRQHRMMILYCTLLASAQSE 

AEKERIMGKMEADPELSKFLYQLHETEKEDLIRE 

ERSRRERVRQSRMDTDLETMDLDQGGEALAPRQ 

VLDLEDLVFTQGSHFMANKRCQLPDGSFRRQRK 

GYEEVHVPALKPKPFGSEEQLLPVEKLPKYAQA 

GFEGFKTLNRIQSKLYRAALETDENLLLCAPTGA 

GKTNVAXMCMLmGKHINMDGTINVDDFKim 

APMRSLVQEMVGSFGKRLATYGITVAELTGDHQ 

LCKEEISATQIIVCTPEKWDIITRKGGERTYTQLV 

RLHLDEIHLLHDDRGPVLEAL VARA IRNIEMTQE 

DVRLIGLSATLPNYEDVATFLRVDPAKGLFYFDN 

SERPVPLEQTWGITEKKAIKRFQIMNTEIVYEKIM 

EHAGKNQVLVFVHSRKETGKTARAIRDMCLEKD 

TLGLFLREGSASTEVLRTEAEQCKNLELKDLLPY 

GFAIHHAGMTRVDRTLVEDLFGDKHIQVLVSTA 

TLAWGVNLPAHTVIIKGTQVYSPEKGRWTELGA 

LDILQMLGRAGRPQYDTKGEGILITSHGELQYYL 

SLLNQQLPIESQMVSKLPDMLNAEIVLGNVQNA 

KDAVNWLGYAYLYIRMLRSPTLYGISHDDLKGD 

PLLDQRRLDLVHTAALMLDKNNLVKYDKKTGN 

FQVTELGRIASHYYITNDTVQTYNQLLKPTLSEIE 

LFRWSLSSEFKNmOUBEEKLELQKLLERVPIPVK 

ESIEEPSAKINVLLQAFISQLKLEGFALMADMVY 

VTQSAGRLMRAIFEIVLNRGWAQLTDKTLNLCK 

MIDKRMWQSMCPLRQFRKLPEEVYKKBBKKNFP 

FERLYDLNHNEIGELIRMPKMGKTIHKYVHLFPK 

I^LSVHLQPITRSTLKVELTITPDFQWDEKVHGSS 

EAFWILVEDVDSEVILHHEYFLLKAKYAQDEHLI 

TFFVPVFEPLPPQYFIRVVSDRWLSCETQLPVSFR 

HLILPEKYPPPTELLDLQPLPVSALRNSAFESLYQ 

DKFPFFNPIQTQVFhTTVYNSDDNVFVGAPTGSGK 

HCAEFAJLRMLLQNSEGRCVYITPMRLWQEQVY 

MDWYEKFQDRLNKKVVLLTGETSTDLKLLGKG 

>nnSTPEKWDILSRRWKQRKNVQNINLFWDEV 

HLIGGENGPVLEVICSRMRYISSQIERPIRIVALSSS 

LSNAKJDVAHWLGCSATSTrWHIWRPVPLELHI 

QGI^SHTQTRIXSMAKPWHAITKHSPKKPVIW 

VPSRKQTRLTAIDILTTCAADIQRQRFLHCTEKDL 

IPYLEKLSDSTLKETLLNGVGYLHEGLSPMERRL 

VEQLFSSGAIQVVVASRSLCWGMNVAAHLVIIM 

DTLYYNGKIHAYVDYPIYDVLQMVGHANRPLQ 

DDEGRCVIMCQGSKKDFFKKFLYEPLPVESHLD 

HCMHDHFNAEIVTKTIENKQDAVDYLTWTFLYR 

RMTQNPNYYNLQGISHRHLSDHLSELVEQTLSDL 

EOSKCISIEDEMnVAPT.NT OMrAAVVYTNVTTTFT 

FSMSLNAKTKVRGLIEIISNAAEYENIPIRHHEDN 

LLRQLAQKVPHKLNNPKFNDPHVKTNLLLQAHL 

SRMQLSAELQSDTEEILSKAIRLIQACVDVLSSNG 

WLSPALAAMELAQMVTQAMWSEDSYLRRLPPF 

PSGLFKRCTDKGVESVFDIMEMEDEERNALLQLT 

DSQIADVARFCNRYPNIELSYEVVDKDSIRSGGP 

WVLVQLEREEEVTGPVIAPLFPQKREEGWWW 
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SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Aianine OCystrinc, D»Aspartic Add, 
E~Glutamk Add, ^Phenylalanine, (MSlyclne, H«Histidlne, 
I»IsoIeudne, K«Lystne, LHLeudne, M=Methionine, 
N^Asparagine, P^ProIine, C^Glntamine, R^Arglnine, S^Serine, 
Threonine, V-Valine, W=Tryptophan, Y^Tyrosine, 
X«Unknown ( **Stop codon, /=possible nudeotide deletion, 
Wposstble nucleotide insertion 










IGDAKSNSLISIKRLTLQQKAKVKLDFVAPATGG 
RHNTLYFMSDAYMGCDQEYKFSVDVKEAETDS 
DSD 


3619 


A 


3 


5992 


DNIDETYGVNVQFESDEEEGDEDVYGEVREEAS 

DDDMEGDEAVVRCTLSANMYVDEILVWCASEL 

NIPEFFPLESPHKKVGYGLSSRTWLQGGGKVIEA 

GRDLLVASGELMSSKKKDLHPRDBDAFWLQRQL 

SRFYDDAIVSQKKADEVLEILKTASDDRECENQL 

VLLLGFNTFDFIKVLRQHRMMILYCTLLASAQSE 

AEKERIMGKMEADPELSKFLYQLHETEKEDLIRE 

ERSKRERVRQSRMDTDLETMDLDQGGEALAPRQ 

VLDLEDLVFTQGSHFMAlsfKRCQLPDGSFRRQRK 

GYEEVHVPALKPKPFGSEEQLLPVEKLPKYAQA 

GFEGFKTLNRIQSKLYRAALETOENLLLCAPTGA 

GKTNVALMCMI^IGKHINMDGTINVDDFKIIYI 

APMRSLVQEMVGSFGKRLATYGITVAELTGDHQ 

LCKEEISATQIIVCTPEKWDIITRKGGERTYTQLV 

RLDLDEIHLLHDDRGPVLEALVARAIRNIEMTQE 

DVRLIGLSATLPNYEDVATFLRVDPAKGLFYFDN 

SFRPWLEQTYVGITEKKAIKRFQIMNEIVYEKIM 

EHAGKNQVLVFVHSRKETGKTARAIRDMCLEKD 

TLGLFLREGSASTEVLRTEAEQCKNLELKDLLPY 

GFAIHHAGMTRVDRTLVEDLFGDKHIQVLVSTA 

TLAWGVNLPAHTVIIKGTQVYSPEKGRWTELGA 

LDILQMLGRAGRPQYDTKGEGILITSHGELQYYL 

SLLNQQLPmSQMVSKLPDMLNAEIVLGNVQNA 

KDAVNWLGYAYLYIRMLRSPTLYGISHDDLKGD 

PLLDQRRLDLVHTAALMLDKNNLVKYDKKTGN 

FQVTELGRJASHYYITNDTVQTYNQLLKPTLSEIE 

LFRVFSLSSEFKNITVREEEI<XELQKLLERVPIPVK 

ESIEEPSAKINVLLQAFISQLKLEGFALMADKlVY 

VTQSAGRLMRAIFEIVL^ 

MmKRMWQSMCPLRQFRKI^EEVVKJOEKKNFP 

FERLYDLNHNEIGELIRMPKMGKTIHKYVHLFPK 

I^SVHLQPITRSTLKVELTITPDFQWDEKVHGSS 

EAFWILVEDVDSEVI1JHHEYFLLKAKYAQDEHLI 

TFFVPVFEPLPPQYFIRWSDRWLSCETQLPVSFR 

HLILPEkYPPPTELLDLQPLPVSALRNSAFESLYQ. 

DKFPFFNPIQTQYFNTVYNSDDNVFVGAPTGSGK 

TICAEFAILRMLLQNSEGRCVYITPMRLWQEQVY 

MDWYEKFQDRLNKKVVLLTGETSTDLKLLGKG 

NmSTPEKWDILSRRWKQRKKVQNINLFVVDEV 

HLIGGENGPVLEVICSRMRYISSQIERPIRIVALSSS 

LSNAKDVAHWLGCSATSTFNFHPNVRPVPLELH1 

QGFMSHTQTRLLSMAKPVFHAITKHSPKKPVWF 

VPSRKQTRLTAmiLTTCAADIQRQRFLHCTEKDL 

IPYLEKLSDSTLKETLLNGVGYLHEGLSPMERRL 

VEQLFSSGAIQVWASRSLCWGMNVAAHLVIIM 

DTLYYNGKIHAYVDYPIYDVLQMVGHANRPLQ 

DDEGRCVIMCQGSKKDFFKKFLYEPLPVESHLD 

HCMHDHFNAErVTKTIENKQDAVDYLTWTFLYR 

RMTQNPNYYNLQGISHRHLSDHLSELVEQTLSDL 

EQSKCISIEDEMDVAPLNLGMIAAYYYIbrYnTEL 

FSMSLNAKTKVRGLIEnSNAAEYENIPIRHHEDN 

LLRQLAQKWHKLNNPKFNDPHVKTNLLLQAHL 



399 



WO 01/57190 



PCT/US01/04098 



SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino acid sequence (A*Alanine OCysteine, D=Aspartic Acid, 
E^Glatamlc Add, ^Phenylalanine, G^Glyclne, H=Histidine, 
I»IsoIeudne, K=Lyslne, L^OLeucine, M-Methiontce, 
N=Asparagine, P~Proline, Q=Glulamine, R^Arginine, S-Serinc, 
T=Threonine, V=Valine, W-^Tryptophan, Y«Tyrosine, 
X-»Unknown, *«Stop codon, possible nucleotide deletion, 
^possible nucleotide insertion 










SRMOLSAELOSDTEEILSKAIRLIOACVDVLSSNG 
WLSPALAAMELAQMVTQAMWSEDSYLRRLPPF 
PSGLFKRCTDKGVESVFDIMEMEDEERNALLQLT 
. DSQIADVARFCNRYPNIELSYEVVDKDSIRSGGP 
VWLVQLEREEEVTGPVIAPLFPQKREEGWWW 
IGDAKSNSLISEKRLTLQQKAKVKLDFVAPATGG 
RHNILYFMSDAYMGQ)QEYKFSVDVKEAETDS 
DSD 


3620 


A 


1205 


323 


VIKMALAA^LLPQFLHSRSLPCGAVRLRTPAVAE 

VRLPSATLCYFCRCRLGLGAALFPRSARALAASA 

LPAQGSRWPVLSSPGLPAAFASFPACPQRSYSTE 

EKPQQHQKTKM1VLGFSNPINWVRTRIKAFL 

YFDKEFSITEFSEGAKQAFAHVSKLLSQCKFDLL 

EELVAKEVLHALKJEKVTSLPDNHKNALAANIDEI 

VFTSTGDISIYYDEKGRKPVNILMCFW^ 

SETLRGASWQVKLGNQNVETKQLLSASYEFQR 

EFTQGVKPDWTIARIEHSKLLE 


3621 


A 


2 


2995 


SSSRSRHSSISPVRLPLNSSLGAELSRKKKERAAA 

AAAAKMDGKESSYERSGSYSGRSPSPYGRRRSSS 

PFLSKRSLSRSPLPSRKSMKSRSRSPAYSRHSSSH 

SKKKRSSSRSIUISSISPVIUJ™ 

ERAAAAAAAKMDGKESSYERSGSYSGRSPSPYG 

RRRSSSPFLSKRSLSRSPLPSRKSMKSRSRSPAYS 

RHSSSHSKKJOISSSRSRHSSISPVRLPLNSSLGAEL 

SRKKXERAAAAAAAKMDGKESKGSPVFLPRKE 

NSSVEAKDSGLESKK1PRSVKLEKSAPDTELVNV 

THLNTEVKNSSDTGKVKLDENSEKI^VKDLKAQ 

GTRDSI^IALKEEIVTPKETETSEKETPPPLPTIASP 

PPPLPTTTPPPQTPPLPPLPPIPALPQQPPLPPSQPA 

FSQVPASSTSTLPPSTHSKTSAVSSQANSQPPVQV 

SVKTQVSVTAAIPHLKTSTLPPLPLPPLLPGDDDM 

DSPKETLPSKPVKK32KEQ 

GDLSPPDSPEPKAITPPQQPYKKRPKICCPRYGER 

RQTESDWGKRCVDKFDHGnGEGTYGQVYKAKD 

KDTGELVAIJCKVRIJ!>M2^ 

IHRSVVNMKEIVTDKQDALDFKKDKGAFYLVFE 

YMDHDUvlGLLESGLVHFSEDHIKSFMKQLMEGL 

EYCHKKNl^HRDIKCSm 

RLYNSEESRPYTNKVITLWYRPPKLLLGEERYTP 

AIDVWSCGCILGELFTKKPIFQAIn^ELAQLELISR 

LCGSPCPAVWPDVIKLPY1WMKPKKQYIUUILR 

EEFSFIPSAALDLLDHMLTLDPSK31CTAEQTLQSD 

FUCDVELSKIVIAPPDI^HWQD 

RQSGVVVraPPPSKTSRKETO 

PPQPAPGKVESGAGDAIGLAD1TQQLNQSELAVL 

LNLLQSQTOLSIPQMAQLLNIHSl^PEMQQQLEAL 

NOSISALTEATSOOODSETMAPEESLKEAPSAPVI 

I^SAEQTTLEASSTPADMQNILAVLLSQLMKTQE 

PAGSLEENNSDKNSGPQGPRRTPTMPQEEAAGRS 

NGGNAL 


3622 


A 


16 


390 


TPERGSAYPETAAVRRPAGECPI1MSDLEAKLST 
EmGDIOia^IKIJtVI^^ 

KLKKSYCQRQGVPWSLRFLFEGQRIADNHTPEE 
LGMEEEDVIEVYQEQIGGHSTV 


3623 


A 


2 


1544 


PPPAPGPDGLOTGCLHIU.SMPHQRPRTCAMNPE 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide 
location 

iu rrcs pu n ui ng 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


A m inn id sentience (A— Alanine C^szC^wtt+tnn r&^A d A*iA 

E=Glutamic Add, F=Phenylalanine, GKSlycinc, ENHistidlne, 
I»Isoleucine, KpLyslne, L^Leucine, M=Methionlne, 
N^Asparagine, P=»Proline, Q=Glutaraine, R«Arglnine, S=Scrine, 
t^inreomne, v=vaune, w m i ryptopnan, if = tyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










IGDAKSNSLISIKRLTLQQKAKVKLDFVAPATGG 
RHNTLYFMSDAYMGCDQEYKFSVDVKEAETDS 
DSD 


3619 


A 


3 


5992 


DNIDETYGVNVQFESDEEEGDEDVYGEVREEAS 

DDDMEGDEAVVRCTLSANMYVDEILVWCASEL 

NIPEFFPLESPHKKVGYGLSSRTWLQGGGKVIEA 

GRDLLVASGELMSSKKKDLHPRDIDAFWLQRQL 

SRFYDDAIVSQKKADEVLEILKTASDDRECENQL 

VLLLGFNTFDFIKVLRQHRMMILYCTLLASAQSE 

AEKERIMGKMEADPELSKFLYQLHETEKEDLIRE 

ERSRRERVRQSRMDTDLETMDLDQGGEALAPRQ 

VLDLEDL\0TQGSHFMA1^KRCQLPDGSFRRQRIC 

GYEEVHVPALKPKPFGSEEQLLPVEKLPKYAQA 

GFEGFKTLNR1QSKLYRAALETDENLLLCAPTGA 

GKTKVAIJVlCMUlEIGKH]WMDGTI>mDDFK^ 

APMRSLVQEMVGSFGKRLATYGITVAELTGDHQ 

LCKEEISATQIIVCTPEKWDnTRKGGERTYTQLV 

RLIE.DEIHLLHDDRGPVLEALVARAIRNIEMTQE 

DVRLIGLSATLPNYEDVATFLRVDPAKGLFYFDN 

SFRPWI^QTYVGITEKKAIKRFQIMhTOIVYEKIM 

EHAGKNQVLVFVHSRKETGKTARAIRDMCLEKD 

TLGLFLREGSASTEVLRTEAEQCKNLELKDLLPY 

GFAIHHAGMTRVDRTLVEDLFGDKHIQVLVSTA 

TLAWGVNLPAHTVIIKGTQVYSPEKGRWTELGA 

LDILQMLGRAGRPQYDTKGEGILITSHGELQYYL 

SLLNQQLPffiSQMVSKLPDMLNAEIVLGNVQNA 

KDAVNWLGYAYLYIRMLRSPTLYGISHDDLKGD 

PLLDQRRLDLVHTAALMLDKNNLVKYDKKTGN 

FQVTELGRIASHYYITNDTVQTYNQLLKPTLSEIE 

LFRVFSLSSEFKNTIVREEEKLELQKLLERVPIPVK 

ESIEEPSAKINVLLQAFISQLKLEGFALMADMVY 

VTQSAGRLMRAIFEIVLNRGWAQLTDKTLNLCK 

MIDKRMWQSMCPIJIQFRKLPEEVVKKEBCKNFP 

FERLYDLNHNEIGELIRMPKMGKTIHKYVHLFPK 

LELSVHLQPITRSTLKVELHTPDFQWDEKVHGSS 

EAFWELVEDVDSEVILHHEYFLLKAKYAQDEHLI 

TFFVPVFEPLPPQYFIRVVSDRWLSCETQLPVSFR 

HLILPEKYPPPTELLDLQPLPVSALRNSAFESLYQ 

DKFPFFNPIQTQVFNTVYNSDDNVFVGAPTGSGK 

TICAEFAILRMLLQNSEGRCVYITPMRLWQEQVY 

MDWYEKFQDRLNKKVVLLTGETSTDLKLLGKG 

1OTSTPEKWDILSRRWKQRKNVQNINLFVVDEV 

HLIGGENGPVLE VICSRMR YIS SQIERPIRJVALS SS 

LSNAKDVAHWLGCSATSTFNFHPNVRPVPLELHI 

QGFMSHTQTRLLSMAKPWHAITKHSPKKPVIVF 

WSRKQTRLTAIDE,TTCAADIQRQRFLHCTEKDL 

IPYLEKLSDSTLKETLLNGVGYLHEGLSPMERRL 

VEQLFSSGAIQVWASRSLCWGMNVAAHLVIIM 

tytt WTvT/^Vtxj A vxrrwTTiTvrrwrr Aiun;pTT a\tt»t»t s\ 

DiLYxNyjifJJdAxvDirix 

DDEGRCVIMCQGSKKDFFKKFLYEPLPVESHLD 

HCMHDHFNAEIVTKTIENKQDAVDYLTWTFLYR 

RMTQNPNYYNLQGISHRHLSDHLSELVEQTLSDL 

EQSKCISIEDEMDVAPLNLGMIAAYYYTbryTnEL 

FSMSLNAKTKVRGLIEnSNAAEYENIPIRHHEDN 

LLRQLAQKVPHFG^NOTKFNDPHVKTNLLLQAHL 



399 



WO 01/57190 



PCT/US01/04098 



SEQW 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine OCys trine, D=Aspartic Acid, 
E=Glutamlc Add, ^Phenylalanine, OGIydne, BNBistidine, 
Msoleudne, K»Lystne, L=Leucine, M»Methionlne, 
N=»Asparagine, P-Proline, Q=Glutaminc, R»Argfnine, S=«Serine, 
T°Thrconine, V=VaIine, W^Tryptophan, Y^Tyroslne, 
X=Unknown, *=Stop codon, possible nucleotide deletion, 
\=possfble nudeotide insertion 










SRMQLSAELQSDTEEILSKAIRLIQACVTDVLSSNG 

PSGLFKRCTDKGVESVFDIMEMEDEERNALLQLT 
. DSQIADVARFCKRYPNIELSYEWDKDSIRSGGP 
VVVLVQLEREEEVTGPVIAPLFPQKREEGWWVV 
IGDAKSNSLISIKRLTLQQKAKVKLDFVAPATGG 
RHNTLYFMSDAYMGCDQEYKFSVDVKEAETDS 
DSD 


3620 


A 


1205 


323 


VIKMALAARLLPQFLHSRSLPCGAVRLRTPAVAE 

VRLPSATLCYFCRCRLGLGAALFPRSARALAASA 

LrAQGSRWFVLSSPGIJrAAFASFPACT 

EKPQQHQKTKMIVLGFSNPIN^ 

YFDKEFSITEFSEGAKQAFAHVSKLLSQCKFDLL 

EELVAKEVLHALKEKVTSLPDNHKNALAANIDEI 

VFTSTGDISIYYDEKGRKFVhnLMCFWYLTSANIP 

SETLRGASVFQVKLGNQNVETKQLLSASYEFQR 

EFTQGVKPDWT1ARIEHSKLLE 


3621 


A 


2 


2995 


SSSRSRHSSISPVRLPLNSSLGAELSRKKKERAAA 

AAAAKMDGKESSYERSGSYSGRSPSPYGRRRSSS 

PFLSKRSLSRSPLPSRKSMKSRSRSPAYSRHSSSH 

SKKKRSSSRSRHSSISPVRLPLNSSLGAELSRKKK 

ERAAAAAAAKMDGKESSYERSGSYSGRSPSPYG 

RRRSSSPFLSKRSLSRSPLPSRKSMKSRSRSPAYS 

RHSSSHSKKKRSSSRSRHSSISPVRLPLNSSLGAEL 

SRKKKERAAAAAAAKMDGKESKGSPVFLPRKE 

NSSVEAKDSGLESKKLPRSVKLEKSAPDTELVNV 

THLNTEVKNSSDTGKVKLDENSEKHLVKDLKAQ 

GTRDSKPIALKEEIVTPKETETSEKETPPPLPTIASP 

PPPLPTTTPPPQTPPLPPLPPIPALPQQPPLPPSQPA 

FSQVPASSTSTLPPSTHSKTSAVSSQANSQPPVQV 

SVKTQVSVTAAIPHLKTSTLPPLPLPPLLPGDDDM 

DSPKETLPSKPVKKEKEQRTRHLLTDLPLPPELPG 

GDLSPPDSPEPKAITPPQQPYKKRPKICCPRYGER 

RQTESDWGKRCVDKFDIIGIIGEGTYGQVYKAKD 

KDTGELVALKKVRLDNEKEGFPITA1REIK1LRQL 

IHRSVVNMKEIVTDKQDALDFKKDKGAFYLVFE 

YMDHDLMGLLESGLVHFSEDHIKSFMKQLMEGL 

EYCHKKNFLHRDIKCSNILLNNSGQIKLADFGLA 

RLYNSEESRPYTNKVITLWYRPPKLLLGEERYTP 

AIDVWSCGCILGELFTKKPIFQANLELAQLELISR 

LCGSPCPAVWPDVIKLPYFNTMKPKKQYRRRLR 

EEFSFIPSAALDLLDHMLTLDPSKRCTAEQTLQSD 

FLKDVELSKMAPPDLPHWQDCHELWSKKRRRQ 

KvJoU V V V JtliirrroK 1 oKivii 1 1 a(j I o Ixir V JvN obrA 

PPQPAPGKVESGAGDAIGLADITQQLNQSELAVL 
LNLLQSQTDLSIPQMAQLLNIHSNPEMQQQLEAL 
NQSISALTEATSQQQDSETMAPEESLKEAPSAPVI 

i pc a xjry i " ri tj a cctd a "mvyfrYMTT a \/t t oat avtvtyyd 
JLroAJtiVil li^cAoolJ^AlJMv^lNlJLAVL^LoyLMKl^b 

PAGSLEENNSDKNSGPOGPRRTPTMPOEEAAGRS 

NGGNAL 


3622 


A 


16 


390 


TPERGSAYPETAAVRRPAGECPITMSDLEAKLST 
EHLGDKIKDEDIKLRVIGQDSSEIHFKVKMTTPLK 
KLKKSYCQRQGVPVNSLRFLFEGQRIADNHTPEE 
LGMEEEDVIEVYQEQIGGHSTV 


3623 


A 


2 


1544 


PPPAPGPDGLNEGCLHRLSMPHQRPRTCAMNPE 



400 



WO 01/57190 



PCT/US01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«AIanine OCysteine, D=>Aspartic Acid, 
E=Glutamlc Add, ^Phenylalanine, G=Glycine, H^Histidine, 
I=Isoleudne, K^Lysine, LHLeucine, M«Methlonine, 
N=»Asparaginc» P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
TWThreonine, V«Valine, W»Tryptophan, Y=Tyrosine» 
X s Unkno\vn f *=Stop codon, A=posslble nucleotide deletion, 
\=possible nucleotide insertion 










LTMESLGTLHGARGGGSGGGGGGGGGGGGGGP 

GHEQELLASPSPHHARRGPRGSLRGPPPPPTAHQ 

ELGTAAAAAAAASRSAMVTSMASILDGGDYRPE 

LSIPLHHAMSMSCDSSPPGMGMSNTYTTLTPLQP 

LPPISTVSDKFHHPHPHHHPHHHHHHHHQRLSGN 

VSGSFTLMRDERGLPAMNNLYSPYKEMPGMSQS 

LSPLAATPLGNGLGGLHNAQQSLPNYGPPGHDK 

MLSPNFDAHHTAMLTRGEQHLSRGLGTPPAAM 

MMiLNuJLnrirAjJl 1 V^oxlLir Vi-»AJ'oKliKrrooobUo 

QVATSGQLEEINTKEVAQRITAELKRYSIPQAIFA 

QRVLCRSQGTLSDLLKNPKPWSKLKSGRETFRR 

MWKWLQEPEFQRMSALRLAACKRKEQEPNKDR 

NNSQKKSRLW1DLQRRTLFAIFKENKRPSKEMQ 

ITISQQLGLELTTVSNFFMNARRRSLEKWQDDLS 

TGGSSSTSSTCTKA 


3624 


A 


27 


2152 


SARKAEAATSGTAARDGSVGRNLVPPPSASAPK 

AEVESNEKDNRPEEEEQVIHEDDERPSEKNEFSR 

RKRSKSEDMDNVQSKRRRYMEEEYEAEFQVKIT 

AKGDINQKLQKVIQWLLEEKLCALQCAVFDKTL 

AELKTRVEKIECNKRHKTVLTELQAKIARLTKRF 

EAAKEDLKKRHEHPPNPPVSPGKTVNDVNSNNN 

MSYRNAGTVRQMLESKRNVSESAPPSFQTPVNT 

VSSTNLVTPPAVVSSQPKLQTPVTSGSLTATSVLP 

APNTATWATTQVPSGNPQPTISLQPLPVILHVPV 

AVSSQPQLLQSHPGTLVTNQPSGNVEFISVQSPPT 

VSGLTKNPVSLPSLPNPTKPNNVPSVPSPSIQROT 

TASAAPLGTTLAVQAVPTAHSIVQATRTSLPTVG 

PSGLYSPSTNRGPIQMKIPISAFSTSSAAEQNSNTT 

PRIENQTOKTIDASVSKKAADSTSQCGKATGSDS 

PVSRPLQPIQPAPPLQPSGVPTSGPSQTT1HLLPTA. 

FITVNVTHRPVTQVTTRLPVPRAPANHQVVYTT 

LPAPPAQAPLRGTVMQAPAVRQVNPQNSVTVRV 

PQTTTYVVNNGLTLGSTGPQLTVlfflRPPQVHTEP 

PRPVHPAPLPEAPQPQRLPPEAGSTSRPSEATLEV 

SHAFRVKMATVLVMECPGGGSKLCHC 


3625 


A 


210 


1115 


ASPFLRPQGHDSGEREPFSQTPGLMQPFSIPVQIT 
LQGSRRRQGRTAFPASGKKRETDYSDGDPLDVH 

JSJ\J_j*od 1 UxiJLJKA V MLurAMMur o Vl^JYLrrijIAj 1 1 

ILKPFMLSIQREESTCTAIHTDIMDDWLDCAFTCG 

VHCHGQGKYPCLQVFVNLSHPGQKALLHYNEE 

AVQMPKCFYTPKCHQDRNDLLNSALDIKEFFDH 

KNGTPFSCFYSPASQSEDVILIKKYDQMAIFHCLF 

WPSLTLLGGALWGMVRLTQHLSLLCEKYSTVV 

RDEVGGKVPYIEQHQFKLCIMRRSKGRAEKS 


3626 


A 


9 


921 


SSWEFSALSVSMACLSPSQLQKFQQDGFLVLEG 

FLSAEECVAMQQRIGEIVAEMDVPLHCRTEFSTQ 

&E,Et\^Ltisj\\{\j£> tux rl^ooOJL^rkXr^rpJCrJvvj v rL/tsJ\.ij 

NFLVPPEKSINKIGHALHAHDPVFKSITHSFKVOT 

LARSLGLQMPVVVQSMYIFKQPHFGGEVSPHQD 

ASFLYTEPLGRVLGVWIAVEDATLENGCLWFIPG 

SHTSGVSRRMVRAPVGSAPGTSFLGSEPARDNSL 

FVPTPVQRGALVLIHGEVVHKSKQNLSDRSRQA 

YTFHLMEASGTTWSPENWLQPTAELPFPQLYT 


3627 


A 


231 


644 


INSSPRTGRDHQELNLHTERDSRSQRAVLKIPRQ 



401 



WO 01/57190 



PCT/US01/04098 



SEQ W 
NO; 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

io lirsi a nil no 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine OCysteine, D=>Aspartic Acid, 
E=Glutamic Add, ^Phenylalanine, G^Glydne, H=Histidine, 
I=Iso!encine, K=Lysine, I^Leudne, M«Methlonine, 
N=Asparagine, P=Proline, Q^GIutamine, R^Arginine, S=«Serine, 
T^Threomne, V=Valine» W=Tryptophan, Y^Tyrostne, 
X = U n kn own , *=Stop codon, /^possible nudeotide deletion, 
\=possible nudeotide insertion 










NPGIFYWLPSRSHSASHGSRQRQVSCQGTQDEI 
LKMRNTFAELKNSLEALSSRMDQAEERIGTQAG 
VQWRDHGSLQPQPPEFKQCFHLSLPSSWDYRAC 
LS 


3628 


A 


2 


810 


GCKHLLQNSWYDPRVREADRVGQRARRPRAAM 

DWLMGKSKAKPNGKKPAAEERKAYLEPEHTKA 

RITDFQFKELVVLPREIDLHEWLASNTTTFFHHIN 

LQYSTISEFCTGETCQTMAVCNTQYYWYDERGK 

KVKCTAPQYVDFVMSSVQKLVTDEDVFPTKYG 

REFPSSFESLVRKICRHLFHVLAHIYWAHFKETLA 

LELHGHLNTLYVHFILFAREFNLLDPKETAIMDD 

LTEYLCSGGRRGSTVGAVGMGPAAGAPGAQNH 

VKER 


3629 


A 


699 


1604 


CSHGSSAVSAWSPLFQASEVERQLSMQVHALRE 

DFREKNSSTNQHHRLESLQAEIKMLSDRKRELEH 

RLSATLEENDLLQGTVEELQDRVLILERQGHDKD 

LQLHQSQLELQEVRLSCRQLQVKVEELTEERSLQ 

SSAATSTSLLSEffiQSMEAEELEQEREQLTLLSVE 

MTALKEERDRLRVTSEDKEPKEQLQKAIRDRDE 

AIAKKNAVELELAKCRMDMMSLNSQLLDAIQQ 

KLNLSQQLEAWQDDMHRVDDRQLMDTHLKERS 

QPAAALCRGHSAGRGDEPSIAEGKRLFSFFRKI " 


3630 


A 


423 


1 


PAKVLTLDIYLSKTEGAQVDEPVVITPRAEDCGD 

WDDMEKRSSGRRSGRRRGSQKSTDSPGADAELP 

ESAARDDAVFDDEVAPNAASDNASAEKKVKSPR 

AALDGGVASAASPESKPSPGTKGQLRGESDRSK 

QPPPASSP 


3631 


A 


2082 


674 


WSGFWQLPGVRGVGSAPGGDGAEFTSRRGSSRR 

PGAACPGCRGAGSERAPGGMGRRRAPELYRAPF 

PLYALQVDPSTGLLIAAGGGGAAKTGIKNGVHF 

LQLELINGRLSASLLHSHDTETRATMNLALAGDI 

LAAGQDAHCQLLRFQAHQQQGNKAEKAGSKEQ 

GPRQRKGAAPAEKKCGAETQHEGLELRVENLQA 

VQTDFSSDPLQKWCFNHDNTLLATGGTDGYVR 

VWKVPSLEKVLEFKAHEGEIEDLALGPDGKLVT 

VGRDLKASVWQKDQLVTQLHWQENGPTFSSTP 

YRYQACRFGQVPDQPAGLRLFTVQIPHKRLRQPP 

PCYLTAWDGSNFLPLRTKSCGHEWSCLDVSES 

GTFLGLGTVTGSVAIYIAFSLQCLYYVREAHGIV 

VTDVAFLPEKGRGPELLGSHETALFSVAVDSRCQ 

LHLLPSRRSVPVWLLLLLCVGLIIVTILLLQSAFPG 

FL 


3632 


A 


942 


40 


PWCQRVEVRSCGSSKRSCSRWSGSSWDGSRSLG 

RGLNHTSLNRSPPFTPDTMTHCCSPCCQPTCCRT 

TCCRTTCWKPTTVTTCSSTPCCQPSCCVPSCCQP 

CCHPTCCQNTCCRTTCCQPTCVASCCQPSCCSTP 

CCQPTCCGSSCCGQTSCGSSCCQPICGSSCCQPCC 

HPTCYQTICFRTTCCQPTCCQPTCCRNTSCQPTCC 

GSSCCQPCCHPTCCQTICRSTCCQPSCVTRCCSTP 

CCQPTCGGSSCCSQTCNESSYCLPCCRPTCCQTT 

CYRTTCCRPSCCCSPCCVSSCCQPSCC 


3633 


A 


605 


3004 


GPEGYRGRRARHPSLGSTTGHCGGGRGAEGTGT 
DPAAPAARLNVDGLLVYFPYDYIYPEQFSYMRE 
LKRTLDAKGHGVLEMPSGTGKTVSLLALIMAYQ 
RAYPLEVTKLIYCSRTVPEffiKVIEELRKLLNFYE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, G^GIycine, H-Histidine, 
I-Isoleudne, K=Lysine, JOLeudne, M«Methionine, 
N=Asparagine, P-Proline, QKSlutamine, R«Argraine, S=Serine, 
T=Threonine, V=Valine, W^Tryptophan, Y«Tyrosine, 
X=Unknown, *=Stop codon, Impossible nucleotide deletion, 
^possible nucleotide insertion 










KQEGEKLPFLGLALSSRKNLCIHPEVTPLRPGKD 

VDGKCHSLTASYVRAQYQHDTSLPHCRFYEEFD 

AHGREVPLPAGIYNLDDLKALGRRQGWCPYFLA 

RYSILHANVVWSYHYLLDPKIADLVSKELARK 

AVWFDEAHNIDNVCroSMSVl^TRRTLDRCQG 

NLETLQKTVLRIKETDEQRLRDEYRRLVEGLREA 

SAARETDAHLANPVLPDEVLQEAVPGSIRTAEHF 

LGFLRRLLEYVKWRLRVQHVVQESPPAFLSGLA 

QRVCIQRKPLRFCAERLRSLLHTLEITDLADFSPL 

T1XAOTATLVSTYAKGFTIIIEPFDDRTFTIANPIL 

HFSCMDASLAIKPVFERFQSVIITSGTLSPLDIYPK 

ILDFHPVTMATFTMTLARVCLCPMIIGRGNDQVA 

ISSKFETREDIAVIRNYGNLLLEMSAVVPDGIVAF 

FTSYQYMESWASWYEQGILENIQRNKLLFIETQ 

DGAETSVALEKYQEACENGRGAILLSVARGKVS 

EGIDFVHHYGRAVIMFGVPYVYTQSRILKARLEY 

LRDQFQIRENDFLTFDAMRHAAQCV GRAIRGKT 

DYGLMVFADKRFARGDKRGKLPRWIQEHLTDA 

NL1SILTVDEGVQVAKYFLRQMAQPFHREDQLGL 

SLLSLEQLESEETLKRIEQIAQQL 




A 

A 


159 


384 


LKMSSKTAST^^AQARRTVQQLRLEASIERJKV 
SKASADLMSYCEEHARSDPLLIGIPTSENPFKDKK 
TCHL ' 


JOjJ 


A 




409 


TELSQLElvAHPPADMGKJ^ 
LETQTOPFCNHEKSC^^ 
CLEEFQTPITCILGNLGFFQRVGRGLESGPCSSGP 
LCALVQGQSRPEEQVPPSDFCGVRRCRAGFQCQ 


3636 


A 


48 


282 


DHLKSCYQDSHl^PTKMKRFLFL^ 

IQTGLSGQNDTSQTSSPSASSSMSGGIFLFFVANAI 

IHLFCFS 


3637 


A 


1 


1248 


ARAGS WGS AAARGPPAGCRCERAARLPSSPAR 

l^CDWVEDGAGRMEILMTVSKFASICTMGAN 

ASALEKEIGPEQFPVNEHYFGLVNFGNTCYCNSV 

LQALYFCRPFREKGLAYKSQPRKKESLLTCLADL 

FHSIATQKKKVGVIPPKmT^ 

QQDAHEl^NYLLNTIADILQEERKQEKQNGRLPN 

GNTDNEKNNSTPDPTWVHEIFQGTLWETTICLTC 

ETISSKDEDFLDLSVDVEQISrreiTHCLRGFSNTET 

LCSEYKYYCEECRSKQEAHKJIMKVKKLPMILAL 

mKRFKYMDQLmYTKLSYRVWPLELRLFNTS 

GDATOTDRMYDLVAVVVHCGSGPNRGHYIAIV 

KS1TOFWLLFDDDIVEKIDAQAIEEFYGLTSDISKN 

SESGYILFYQSRD 


JO JO 


A 

A 


1 1 


/OA 

630 


PAGIPVSTISSDRJIASIDLTRKM 

LKEVDWSQNTATFSPAISPTHPGEGLVLRPLCTA 

DLNRGFl^VLGQLTETGWSPEQFMKSFEHVIKK 

SGDYYVTWEDVTLGQIVATATLIBHKFIHSCAK 

RGRVEDWVSDECRGKQLGi^LLSTLTLLSKKL 

>JPYT£TT7 PfT POTsR/frPVT^Tf J7P VTVQ7?FTsTV"MPR V 
in i jvi i i-irjv^jurv^iN v \jr i jsjvt ui j. v ouniN x ivii^j\i\. 

FLK 


3639 


A 


2 


1200 


PRVRLIJUPSRSRSCRGLLSTRAPGPSPFRSLHSSPL 

LPHAMKSPFyRCQNTTSVEKGNSAVMGGVLFST 

GLLGl^LALGLLARSGLGWCSRRPLRPLPSVFY 

MLVCGLTVTDLLGKCLLSP\^LAAYAQNRSLRV 

LAPALDNSLCQAFAJTMSFFGLSSTLQLLAMALE 
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SEQ ID 
NO: 


Metbod 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A = Alanine C c= Cyst£iije, D^Aspartic Acid} 
E°Glutamic Add, ^Phenylalanine, G=Glycine, ENHistldine, 
I»Isoleudne, K«Lysine, L=Leudne, M-Methionlne, 
N^Asparagine, PHProline, Q=Glutamine, R=Arginlne, S=Serlne, 
T«Threonine, V=Valine, W^Tryptophan, Y-^Tyrosine, 
X=Un known, *«Stop codon,£=possible nudeotide deletion, 
H>ossible nudeotide insertion 










C WLSLGHPFFYRRHTTLRLG AL VAP VV S AFSL AF 

CALPFMGFGKFVQYCPGTWCHQMVHEEGSLSV 

LGYSVLYSSLMALLVI^TVLCNLGAMRNLYAM 

HRRLQRHPRSCTRDCAEPRADGREASPQPLEELD 

HLLLl^LMTVLFTMCSLPVIYRAYYGAFXDVKE 

KNRTSEEAEDIJULRITJSVISIVOT^ 

IFFHKIFIRPLRYRSRCSNSTNMESSL 


3640 


A 


930 


182 


PLPPPTLAMFLTR5EYDRGVNTFSPEGRLFQVEY 

AIEAKLGSTAIGIQTSEGVCLAVEKRITSPLMEPS 

SIEKIVEIDAHIGCAMSGLIADAKTLE)KARVETQ 

NHWrTYNETKnVESVTQAVSNLALQFGEEDADP 

GAMSRPFGVALLFGGVDEKGPQLFHMDPSGTFV 

QCDARAIGSASEGAQSSLQEVYHKSMTLKEAIKS 

SLIILKQVMEEKLNATNIEIATVQPGQNFHMFTK 

EELEEVIKDI 


3641 


A 


2 


1254 


PTGQGGRRAEARSCLLSKAMLGRSGYRALPLGD 

FDRFQQSSFGFLGSQKGCLSPERGGVGTGADVPQ 

SWPSCLCHGLISr^GFLIJLL\riCTISGWFALKIVPT 

YERMIVFRLGRIRTPQGPGMVLLLPFIDSFQRVDL 

RTRAFNVPPCKLASKIXjAVLSVGADVQFRIWDP 

VLSVMTVKDLNTATRMTAQNAMTKALLKRPLR 

EIQMEKLKISDQLLLEINDVTRAWGLEVDRVELA 

VEAVLQPPQDSPAGPNLDSTLQQLALHFLGGSM 

NSMAGGAPSPGPADTVEMVSEVEPPAPQVGARS 

SPKQP1AEGLLTALQPFLSEALVSQVGACY QFNV 

VLPSGTQSAYFLDLTTGRGRVGHGVPDGPDVV 

VEMAEADLRALLCRELRPLGAYMSGRLKVKGD 

LAMAMKLEAVLRALK 


3642 


A 


1 


237 


RRGEIDMATEGDVELELETETSGPERPPEKPRKH 
DSGAADLERVTDYAEEKEIQSSNLETAMSVIGDR 
RSREQKAKQER 


3643 


A 


94 


541 


RKERRRRRRRMEAWFVFSLLDCCALIFLSVYFII 

TLSDLECDYINARSCCSKLNKWVIPELIGHTIVTV 

LLLMSLHWF1FLLNLPVATWNIYRYTMVPSGNM 

GWDPTEIHNRGQLKSHMKEAMIKLGFHLLCFF 

MYLYSMILALIND 


3644 


A 


95 


2808 


TSCRHFPITSEDPLNYLLILTVERIYAYQALPLGFL 

FCSRDPVPEYLNHCGVKYVLISDRASFCALfflFFS 

PFRNVFRPAAGGGIAPPPRLWFQPSLSDAEMEPK 

LLPARGTLQGGGGGGIPAGGGRVHRGPDSPAGQ 

VPTRRLLLPRGPQDGGPGRRREEASTASRGPGPS 

LFAPRPHQPSGGGGGGGDDFFLVLLDPVGGDVE 

TAGSGQAAGPVLREEAEEGPGLQGGESGANPAG 

PTALGPRCLSAVPTPAPISAPGPAAAFAGTVTIHN 

QDLLLRFENGVLTLATPPPHAWEPGAAPAQQPG 

CLIAPQAGFPHAAHPGDCPELPPDLLLAEPAEPAP 

APAPEEEAEGPAAALGPRGPLGSGPGWLYLCPE 

ALCGQTFAKKHQLKMHLLTHSSSQGQRPFKCPL 

GKSFTTVYNLKAHMKGHEQENSFKCEVCEESFP 

TQAKLGAHQRSHFEPERPYQCAFSGCKKTFITVS 

ALFSHNRAHFREQELFSCSFPGCSKQYDKACRLK 

IrlLRSHTGERPFLCDFDGCGWNFTSMSKLLRHKR 

KHDDDRRPMCPVEGCGKSFTRAEHLKGHSITHL 

STKPFVCPVAGCCARFSARSSLY1HSKKHLQDVD 
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OML\£ 11/ 

NO: 


/rZCElJUU 


JriCQlClCO 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue or 
peptide 
sequence 


Amino add sequence (A = Alanine C = Cysteiue, D=As parti c Acid) 
E=GIutamic Add, F=PhenylaIanine, G=Glydne, H=Histidine, 
I=Isoleurine, K^Lysine, L=Leudne, M a Methionine, 
N^Asparagine, P"ProIine, Q"Glutamine, RpArglnine, S=Serine, 
T^Threonine, V-Vailne, W=Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, ^possible nudeotide deletion, 
\=possiWe nucleotide insertion 










TWKSRCPISSChOOLFreKHS 

DLLAQLEAANSLTPSSELTSQRQNDLSDAEIVSLF 

SDVPDSTSAALLDTALVNSGELTIDVASVSSTLAG 

HLPANNNNSVGQAVDPPSLMATSDPPQSLDTSLF 

FGTAATGFQQSSLNMDEVSSVSVGPLGSLDSLA 

MKNSSPEPQALTPS SKLTVDTDTLTPSSTLCENSV 

SELLTPAKAEWSVHPNSDFFGQEGETQFGFPNAA 

GNHGSQKERNLITVTGSSFLV 


3645 


A 


2194 


1707 


TVSFHKTMASLKCSTVVCVICLEKPKYRCPACRV 

PYCSVVCFRKrIKEQCNPETRPVEKBaRSALPTKT 

VKPVENKDDDDSIADFLNSDEEEDRVSLQNLKN 

LGESATLRSLLLNPHLRQLMVNLDQGEDKAKLM 

RAYMQEPLFVEFADCCLGIVEPSQNEES 


3646 


A 


85 


1948 


ERGGGKAAAAAAAAAAARALAASGQDPRPHPR 

APPWDDSGDDDEATTPADKSELHHTLKNLSLKL 

DDLSTCNDLIAKHGAALQRSLTELDGLKIPSESG 

EKLKWNERATLFRJTSNAMINACRDFLELAEIHS 

RKWQRALQYEQEQRVHLEETTEQLAKQHNSLER 

AFHSAPGRPANPSKSFEEGSLLTPKGEDSEEDEDT 

EYFDAMEDSTSF1TVITEAKEDSRKAEGSTGTSSA 

DWSSADNVLDGASLWKGSSKVKRRVRIPNKPN 

YSLNLWSIMKNCIGRELSRIPMPVNFNEPLSMLQ 

RLTEDLEYHHLLDKAVHCTSSVEQMCLVAAFSV 

SSYSTTVHRIAKPFNPMLGETFELDRLDDMGLRS 

LCEQVSHHPPSAAHYVFSKHGWSLWQEIHSSKF 

RGKYISIMPLGAIHLEFQASGNHYVWRKSTSTVH 

NUVGKLWIDQSGDIEIVNHKTNDRCQLKFLPYSY 

FSKEAARKVTGWSDSQGKAHYVLSGSWDEQM 

ECSKVMHSSPSSPSSDGKQKTVYQTLSAKLLWK 

KYPLPENAENMYYFSELALTLNEHEEGVAPTDS 

RLRPDQRLMEKGRWDEANTEKQRLEEKQRLSR 

RRRLEACGPGSSCSSEE 


3647 


A 


46 

/ 


5007 


PTGDACVSTSCELASALSHLDASHLTENLPKAAS 

ELGQQPMTELDSSSDLISSPGKKGAAHPDPSKTS 

VDTGQVSRPENPSQPASPRVTKCKARSPVRLPHE 

GSPSPGEKAAAPPDYSKTRSASETSTPHNTRRVA 

ALRGAGPGAEGMTPAGAVLPGDPLTSQEQRQGA 

PGNHSKALEMTGIHAPESSQEPSLLEGADSVSSR 

APQASLSMLPSTDNTKEACGHVSGHCCPGGSRE 

SPVTDIDSFIKELDASAARSPSSQTGDSGSQEGSA 

QGHPPAGAGGGSSCRAEPVPGGQTSSPRRAWAA 

GAPAYPQWASQPSVLDSINPDKHFTVNKNFLSN 

YSRNFSSFHEDSTSLSGLGDSTEPSLSSMYGDAE 

DSSSDPESLTEAPRASARDGWSPPRSRVSLHKED 

PSESEEEQIEICSTRGCPNPPSSPAHLPTQAAICPAS 

AKVLSLKYSTPRESVASPREKVACLPGSYTSGPD 

SSQPSSLLEMSSQEHETHADISTSQNHRPSCAEET 

TEVTSASSAMENSPLSKVARHFHSPPDLSSPNMV 

NGLEHDLLDDETLNQYETSINAAASLSSFSVDVP 

KNGESVLENLHISESQDLDDLLQKPKMIARRPIM 

AWFKEINKJINQGTHLRSKTEKEQPLMPARSPDS 

KIQMVSSSQKKGVTVPHSPPQPKTNLENKDLSKK 

SPAEMLLTOGQKAKCGPKLKRLSLKGKAKVNSE 

APAANAVKAGGTDHRKPLISPQTSHKTLSKAVS 

QRLHVADHEDPDKNTTAAPRSPQCVLESKPPLAT 
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SEO IT) 
NO: 


Method 


Predicted 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Aminn srid sentience fA^AInnine f^TNnrtoinj* TV— a cnnHio a.ij 

EtsGlntamic Acid, ^Phenylalanine, OGlyctne, H-Histidine, 
I«Isoleucine, KHLysine, L=Leucine, M=Mcthionine, 
N=Asparagine, P-Proline, Q=Glutamine, R-Arginine, S==Serlne, 
T=Threonine, V«Valine, W=Tryptophan, Y»Tyrosine, 
X«Unknown, *«Stop codon, /possible nucleotide deletion, 
^possible nucleotide insertion 










sgplkpsvsdtsirtfvspltspkpvpeqgmwsrf 

hmavlsepdrgcpttpkspkcraegrapradsg 

pvspaasrngmsvagnrqseprlashvaadtaq 

prptgekggnimasdrlertnqlkiveisaeavse 

tvcgnkpaesdrrggclaqgncqekseirlyrq 

vaesstshpsslpshasqaeqemsrsfsmaklas 

sssslqtairkaeysqgksslmsdsrgvprnsipg 

gpsgedhlyftprpatrtysmpaqfsshfgregh 

pphslgrsrdsqvpvtsswpeakasrgglpsla 

ngqgiysvkplldtsrnlpatdegdnsvqetscl 

vtdkikvtrrhycyeqnwphestsffsvkqriks 

fenlanadrpvaksgaspflsvsskppigrrssgs 

ivsgslghpgdaaarllrrslsscsenqseagtl 

lpqmakspsimtltisrqnppetsskgsdselkks 

lgplgiptptmti^spvkrl^ssvrhtqpspvs^ 

klqelralsmpdldklcsedysagpsavlfktel 

eitprrspgppaggvscpekggnracpggsgpkt 

saaetpssasdtgeaaqdi^frrswsvnldqllv 

sagdqqrlqsvlssvgskstiltliqeakaqsene 

e6vcfivlnrkegsglgfsvaggtdvepksitvh 

rvfsqgaasqegtmnrgdfllsvngaslaglah 

gnvlkvlhqaqlhkdalvvikkgmdqprpsar 

qepptangkgllsrkhplepgigrsvavhdalc 

vevlktsaglglsldggkssvtgdgplvikrvy 

KGGAAEQAGIffiAGDEILAINGKPLVGLMHFDA 
WNIMKSVPEGPVQLLIRKHRNSS 


3648 


A 


337 


1564 


KSRLSVTLMPVQLSEHPEWNESMHSLRISVGGLP 

VLASMTKAADPRFRPRWKVVLTFFVGAAILWLL 

CSHRPAPGRPPTHNAHNWRLGQAPANWYNDTY 

PLSPPQRTPAGIRYRIAVIADLDTESRAQEENTWF 

TYLKKGYLTFSDSGDKVAVEWDKDHGVLESHL 

AEKGRGMELSDLIVFNGKLYSVDDRTGVVYQIE 

GSKAVPWVILSDGDGTVEKGFKAEWLAVKDER 

LYVGGLGKEWTTTTGDVVNENPEWVKVVGYK 

GSVDHENWVSNYNALRAAAGIQPPGYLIHESAC 

WSDTLQRWFFLPRRASQERYSEKDDERKGANLL 

LSASPDFGDIAVSHVGAWPTHGFSSFKFIPNTDD 

QIIVALKSEEDSGRVASYIMAFTLDGRFLLPETKI 

GSVKYEGIEFI 


3649 


A 


1 


775 


PTRPGSGSAGGARVGSGEFGVEMAALAPLPPLPA 

QFKSIQHHLRTAQEHDKRDPVVAYYCRLYAMQ 

TGMKIDSKTPECRKFLSKLMDQLEALKKQLGDN 

EAITQEIVGCAHLENYALKMFLYADNEDRAGRF 

HKNMIKSFYTASLLIDVITVFGELTDENVKHRKY 

ARWKATYIHNCLKNGETPQAGPVGIEEDNDIEEN 

EDAGAASLPTQPTQPSSSSTYDPSNMPSGNYTGI 

QIPPGAHAPANTPAEVPHSTGVAK 


3650 


A 


20 


963 


KMAATLGPLGSWQQWRRCLSARDGSRRLLLLL 

LLGSGQGPQQVGAGQTFEYLKREHSLSKPYQGE 

APRPCFLRDWELQVHFKfflGQGKKNLHGDGLAI 

WYTKDRMQPGPVFGNMDKFVGLGVFVDTYPNE 

EKQQERVFPYISAMVNNGSLSYDHERDGRPTEL 

GGCTAIVRNLHYDTFLVmYVKRHLTIMMDIDGK 

HEWRDCIEVPGVRLPRGYYFGTSiSITGDLSDNHD 

VISLKLFELTVERTPEEEKLHRDVFLPSVDNMKL 
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SEO ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue or 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Am inn arid Sentience f A^AIfinin* OsfvtfMiip I^=>A onnrHr Arid 

E^Glntamic Add, ^Phenylalanine, G=Glycine, fiMHistidine, 
Msoleucine, K^Lysine, L»Leudne, MMtfetfaionine, 
N=Asparagine, P=ProIine, Q=*G)utamine, R»Arginine, S=Serine, 
T>Threonine, V=Vaiine, W^Tryptophan, Y^iyrosine, 
X=XJnknown, *«Stop codon, /=posslb!e nucleotide deletion, 
V=possible nucleotide insertion 










PEMTAPLPPLSGLALFLIVFFSLVFSVFAIV1GIILY 
NKWQEQSRKRFY 


3651 


A 


1 


1218 


RSWAYVKKCKNNMCPNRGLHDGPEPCWLHHA 

AGTVSAVQARGLQPSQSRSRPRVPGLATALAYG 

PAHTPPLSRIGWAMQPPPPGPLGDCLRDWEDLQ 

QDFQNIQVSAAADAGSPPSRVSLAQGQGSGSPGC 

KPSLPAEAEGAAQELENQMKERQGLFFDMEAYL 

PKKNGLYLSLVLGNVNVTLLSKQAKFAYKDEYE 

KFKLYLTELILISFTCRFLLNSRVTDAAFNFLLVW 

YYCTLTIRESILINNGSmGWWVFHHYVSTFLSG 

VMLTWPDGLMYQKFRNQFLSFSMYQSFVQFLQ 

YYYQSGCLYRIJIALGERHTMDLTVEGFQSWMW 

RVLTFLLPFLFFGHFWQLFNALTLFNLAQDPQCK 

EWQVLMCGFPFLLLFLGNFFTTLRWHPIKFHSQ 

RHGSKKD 


3652 


A 


640 


164 


VTTSC1IPFAFGLGVRASERLAEIDMPYLLKYQPM 

MQTIGQKYCMDPAVIAGVLSRKSPGDKILVNMG 

DRTSMVQDPGSQAPTSWISESQWQTTEVLTTRI 

TELQRRFPTWTPDQYLRGGLCAYSGGAGYVRiSS 

QDLSCDFCNDVLARAKYLKRHGF 


3653 


A 


2 


909 


IVKRDWQEVSDIHLAMANCKMTKSIRFPALEHC 

YTGGEWLPKDQEEWKRRTGLLLYENYGQSETG 

LICATYWGMKIKPGFMGKATPPYDVQFHMEASV 

ENCUVSMNTADPGSQGJTHSLLLQVIDDKGSILPP 

NTEGNIGIRIKPVRPVSLFMCYEGDPEKTAKVEC 

GDFYNTGDRGKMDEEGYICFLGRSDDIINASGYR 

IGPAEVESALVEHPAVAESAVVGSPDPIRGEWK 

AFIVLTPQFLSHDKDQLTKELQQHVKSVTAPYKY 

PRKVEFVSELPKTTTGKIERKELRKKETGQM 


3654 


A 


2 


909 


IVRRDWQEVSDIHLAMANCKMTKSIRFPALEHC 

YTGGEWLPKDQEEWKRRTGLLLYENYGQSETG 

LICATYWGMKIKPGFMGKATPPYDVQFHMEASV 

ENCIIVSMNTADPGSQGITHSLLLQVIDDKGSILPP 

NTEGNIGIRJKPVRPVSLFMCYEGDPEKTAKVEC 

GDFYNTGDRGKMDEEGYICFLGRSDDENASGYR 

IGPAEVESALVEHPAVAESAWGSPDPIRGEVVK 

AFIVLTPQFLSHDKDQLTKELQQHVKSVTAPYKY 

PRKVEFVSELPKTITGKIERKELRKKETGQM 


3655 


A 


2 


2364 


SPGPSLPESAESLDGSQEDKPRGSCAEPTFTDTG 

MVAHINNSRLKAKGVGQHDNAQNFGNQSFEEL 

RAACLRKGELFEDPLFPAEPSSLGFKDLGPNSKN 

VQMSWQRPKDIINNPLFIMDGISPTDICQGILGDC 

WLLAAIGSLTTCPKLLYRVWRGQSFKKNYAGIF 

HFQIWQFGQWVNVWDDRLPTKNDKLVFVHST 

ERSEFWSALLEKAYAKLSGSYEALSGGSIMEGL 

EDFTGGVAQSFQLQRPPQNLLRLLRKAVERSSL 

MGCSIEVTSDSELESMTDKMLVRGHAYSVTGLQ 

DVHYRGKMETLIRVRNPWGRIEWNGAWSDSAR 

EWEEVASDIQMQLLHKTEDGEFWMSYQDFLNN 

FTLLEICNLTPDTLSGDYKSYWHTTFYEGSWRTG 

SSAGGCRIfflPGTFWTNPQFKISLPEGDDPEDDAE 

GNVVVCTCLVALMQKNWRHARQQGAQLQTIGF 

VLYAVPKEFQNIQDVHLKKEFFTKYQDHGFSEIF 

TNSREVSSQLRLPPGEYIIIPSTFEPHRDADFLLRV 

FIEKHSESWELDEVNYAEQLQEEKVSEDDMDQ 
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NO: 


{VJEUIOU 


Mr reoiCTcu 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A B Alsnine C cs Cysteine, D^Aspartic Acid* 
E=GIutamic Acid, ^Phenylalanine, G=Giycine, B«Bistidine t 
I=Isoleucine, K=*Lysine t I/=Leucine, M=Methionine, 
N=Asparagine, P^Proline, Q^Glutamine, R^Arginlne, S=Serine, 
T-Threonine, V«Valine, W»Tryptophan, Y=l>rosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
possible nucleotide insertion 










DFLHLFKIVAGEGKEIGVYELQRl^ 

FKTKGFGLDACRCMINLMDKDGSGKLGLLEFKI 

LWKKLKKWMDIFRECDQDHSGTLNSYEMRLVIE 

KAGIKLNNKVMQVLVARYADDDLEDFDSFISCF 

LIU-KTMFTrT^TMDPKNTGHICLSLEQVLGEGW 

EGICRIAPACPSTPPPPSSDVPGPASCPRLFPPWDL 

LPVSTVAADDHVGIEAL 


3656 


A 


3 


174 


PLCTHYLLPELPEKSSRTSPRSRPGNMLSGDPHLP 
QPLCHCLDHCPCCFSGKRLVA 


3657 


A 


1 


444 


DTRSTYHNAHSLPTYVKSPAPCQMTYIKSPAPCQ 

TQTCYVQGASPCQSYYVQAPASGSTSQYCVTDP 

CSAPCSTSYCCLAPRTFGVSPLRRWIQRPQNCNT 

GSSGCCENSGSSGCCGSGGCGCSCGCGSSGCCCL 

GHPMKSRSPALL 


3658 


A 


92 


1537 


SEAPVQPQPYTNH'SF^STSSCPLGCTMAPGARNV 

FVSPIDVGCQPVAEANAASMCLLANVAHANRVR 

VGSTPLGRPSLCLPPTSHTACPLPGTCHIPGNIGIC 

GAYGKNTLNGHEKETMKFLNDRLANYLEKVRQ 

LEQENAELETTLLERSKCHESTVCPDYQSYFRTIE 

ELQQKELCSKAENARLIVQIDNAKLAADDFR1KL 

ESERSLHQLVEADKCGTQKLLDDATLAKADLEA 

QQESLKEEQLSLKSNHEQEVKILRSQLGEKFRIEL 

DIEPTmLNRVLGEMRAQYEAMVETNHQDVEQ 

WFQAQSEGISLQAMSCSEELQCCQSEILELRCTV 

NALEVERQAQHTLKDCLQNSLCEAEDRYGTELA 

QMQSLISNLEEQLSEIRADLERQNQEYQVLLDVK 

ARLENEIATYRNLTPLQSLFHACLLYFLSKLWPC 

HRWVSLWPWSQHGEMILKARVRRLRLVALGSG 

VPSPCPVFLQD 


3659 


A 


2 


402 


DLLQCLNQLYSASTEMSCQQSQQQCQPPPKCTP 
KCPPKCTPKCPPKCPPKCPPQYSAPCPPPVSSCCG 
SSSGGCCSSEGGGCCLSHHRPRQSLRRRPQSSSC 
CGSGSGQQSGGSSCCHSSGGSGCCHSSGGCC 


3660 


A 


26 


710 


CSAVEVKMAARTAFGAVCRRLWQGLGNFSVNT 

SKGNTAKNGGLLLSTNMKWVQFSNLHVDVPKD 

LTKPVVTISDEPDILYKRLSVLVKGHDKAVLDSY 

EYFAVLAAKELGISIKVHEPPRKIERFTLLQSVHI 

YKKHRVQYEMRTLYRCLELEHLTGSTADVYLEY 

IQRNLPEGVAMEVTKFCFFIFLDTIRTVTRTHQGA 

NLGNTIRRKRRKQVIKPQGGHFCLNLK 


3661 


A 


2 


370 


DVSVAASEPTVYKNPTKMSCQQNQQQCQPPPKC 
PIPKYPPKCPSKCASSCPPPISSCCGSSSGGCCSSG 
GCGCCSSEGGGCCLSHHRHHRSHCHRPKSSNCY 
GSGSGQQSGGSGCCSGGGCC 


3662 


A 


205 


1277 


RKSLPHPNPQKMLKKPLSAVTWLCEFIVAFVSHP 

AWLQKLSKHKTPAQPQLKAANCCEEVKELKAQ 

VANLSSLLSELNKKQERDWVSVVMQVMELESN 

SKRMESRLTDAESKYSEMNNQEDIMQLQAAQTV 

TQTSAGKETSPLRERGVPPHLQHCFYIPPDDFLGS 

PELEWCDMETSGGGWTOQRRKSGLVSFYRDW 

KQYKQGFGSIRGDFWLGNEHIHRLSRQPTRLRVE 

MEDWEGNLRYAEYSHFVLGNELNSYRLFLGNY 

TGNVGNDALQYHNNTAFSTKDKDNDNCLDKCA 

QLRKGGYWYNCCTDSNLNGVYYRLGEHNKHLD 

GITWYGWHGSTYSLKRVEMKIRPEDFKP 
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CE>A m 
OHt\£ LLV 

NO: 


IrAClQUU 


Jr rculclcu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


* rcuicieu coo 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Ainino uciu sequence ^A a /uuniQe L.* = v>ySiclDc 9 L? B ASpartiC ACID, 
E=Glutamic Acid, ^Phenylalanine, 0=Glydne, H=Histidine, 
I«Isoleudne, KpLysine, L^Leucine, M»Methioninc, 
N^Asparaglne, ^Proline, Q=GIutamine, R«Arginine, S°Serine, 
T=Threonine, V=VaIine, W^Tryptophan, Y^yroslne, 
X^Unkoown, *=Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 


3663 


A 


64 


1456 


LSSAKETLAQMYNTVWNMEDLDLEYAKTDINC 

GTDLMFYIEMDPPALPPKPPKPTTVANNGMNNN 

MSLQDAEWYWGDISREEVNEKLRDTADGTFLV 

RDASTKMHGDYTLTLRKGGNNKLIKIPHRDGKY 

GFSDPLTFSSVVELIh«IYRNESLAQYNPKLDVKL 

LYPVSKYQQDQVVKEDNIEAVGKKLHEYNTQFQ 

EKSREYDRLYEEYTRTSQEIQMKRTAIEAFNETIK 

IFEEQCQTQERYSKEYIEKFKMGNEKEIQRIMHN 

YDKLKSRISEDDSRREtLEEDLKKQAAEYREIDKR 

MNSDCPDLIQIJRKTrlDQYLMWLTQKGVRQKKL 

NEWLGNENTEDQYSLVEDDEDLPHHDEKTWNV 

GSSNRNKAENLLRGKRDGTFLVRESSKQGCYAC 

SVVVDGEVKHCVINKTATGYGFAEPYNLYSSLK 

ELVLHYQHTSLVQHNDSLNVTLAYPVYAQQRR 


3664 


A 


944 


406 


GATVEDQSCNFGSLRWWSVPHISARSCPDPLLS 
RTGRVPGGRGAGLPRHHSPRCCLQVFFNGANVR 
QVDVPTLTGAFGILAAHVPTLQVLRPGLVVVHA 
EDGTTSKYFVSSGSIAVNADSSVQLLAEEAVTLD 
MLDLGAAKANLEKAQAELVGTADEATRAEIQIR 
IEANEALVKALE 


3665 


A 


98 


1388 


ASQLAFGGKLTSTPSRDFQGCGRGAVTCCSFHEH 

RHQSGRCLSTGMAPNLKGRPRKKKPCPQRRDSF 

SGVKDSNNNSDGKAVAKVKCEARSALTKPKNN 

HNCKKVSNEEKPKVAIGEECRADEQAFLVALYK 

YMKERKTPIERIPYLGFKQINLWTMFQAAQKLG 

GYETITARRQWKHIYDELGGNPGSTSAATCTRR 

HYERLILPYERFIKGEEDKPLPPIKPRKQENS SQE 

NENKTKVSGTKRJKHEIPKSKKEKENAPKPQDAA 

EVSSEQEKEQETLISQKSIPEPLPAADMKKKIEGY 

QEFSAKPLASRVDPEKDNETDQGSNSEKVAEEA 

GEKGPTPPLPSAPLAPEKDSALVPGASKQPLTSPS 

ALVDSKQESKLCCFTESPESEPQEASFPRLPHHTG 

HRWQTRMRRRMTNCPPWQITLPTAP 


3666 


A 


113 


1492 


LLQEMCTKUPVLWGCFLLWNLYVSSSQTIYPGI 

KARITQRALDYGVQAGMKMBBQMLKEKKLPDL 

SGSESLEFLKVDYVNYNFSNIKISAFSFPNTSLAF 

VPGVGIKALTNHGTANISTDWGFESPLFVLYNSF 

AEPMEKPILKNLNEMLCPIIASEVKALNANLSTLE 

VLTKIDNYTLLDYSLISSPEITENYLDLNLKGVFY 

PLENLTDPPFSPVPFVLPERSNSMLYIGIAEYFFKS 

ASFAHFTAGVFNVTLSTEEISNHFVQNSQGLGNV 

LSRIAEIYILSQPFMVRJMATEPPIINLQPGNFTLDI 

PASMMLTQPKNSTVETIVSMDFVASTSVGLVIL 

GQRLVCSLSLNRFRLALPESNRSNIEVLRFENILSS 

ILHFGVLPLANAKLQQGFPLPNPHKFLFVNSDIEV 

LEGFLLISTDLKYETSSKQQPSFHVWEGLNLISRQ 

WRGKSAP 


3667 


A 


1 


181 


FRGRLGSGRNGGGSMNAPPAFESFLLFEGEK1TIN 
i^LUIKvrNACLFllNKJbJjH ILCjNXIK 


3668 


A 


212 


431 


VAGEAWFFPMMYSEPLKPSYLALVLWYFLLTG 
YCniCPEVIFKffiQGEEPWILEKGFPSQCHPAKYL 
WCLHD 


3669 


A 


458 


1056 


FSGVCFAGIAGSMATLLHDAVMNPAEVVKQRLQ 
MYNSQHRSAISCIRTVWRTEGLGAFYRSYTTQLT 
MNIPFQSIHFITYEFLQEQVNPHRTYNPQSHUSGG 
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NO: 


1TA.CUJUU 


* rcuicicu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


r rcuicicu cuu 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


^kiuiiiu ouu AcqucnLc ^A^/viaiunc i* K v*y5icinC) u^Aspurtic Acid, 
E=Glutamic Acid, ^Phenylalanine, OGtycine, H=Histidine, 
I=Jsoleuclne, K^Lysine, LHLeucine, M B Methionine, 
N=»Asparagine, P=ProIine, Q=Glutnmine, R"Arginlne, S=Serlne, 
T»Tbreonine, V=Valine, W^Tryptophan, Y^^Tyrosine, 
X-Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










UVGALAAAATITLDVCKTLLNTQENVALSLANIS 
GRLSGMANAFRTVYQLNGLAGYFKGIQARVIYQ 
MPSTAISWSVYEFFKYFLTKRQLENRAPY 


3670 


A 


145 


298 


RNPCPLTFLPSTLMVLLLSLTFFSALTFHSICQLRN 
TGVEVDIVFQRVSFL 


3671 


A 


3 


462 


ILKVAKKERTMSSLPVPYKLPVSLSVGSCVIIKGT 

PIHSFINDPQLQVDFYTDMDEDSDIAFRFRVHFG 

NHVVMNRREFGIWMLBETTDYVPFEDGKQFELC 

IYVHYNEYEIKVNGHTrnJlALSHRIPPSFN^DGC 

KCPRRYLPWTSVCVCN 


3672 


A 


1 


1028 


HYAKLGTRPRLKFMSSPSLSDLGKREPAAAADE 

RGTQQRRACANATWNSIHNGVIAVFQRKGLPDQ 

ELFSLNEGVRQLLKTELGSFFTEYLQNQLLTKGM 

VILRDK1RFYEGQKLLDSLAETWDFFFSDVLPML 

QAIFYPVQGKEPSVRQlJVLLHFRNAITLSVKLED 

ALARAHARVPPAIV QMLLVLQG VHESRGVTEDY 

LRLETLVQKWSPYLGTYGLHSSEGPFTHSCILEK 

RLLRRSRSGDVLAKNPVVRSKSYNTPLLNPVQE 

HEAEGAAAGGTSIRRHSVSEMTSCPEPQGFSDPP 

GQGPTGTFRSSPAPHSGPCPSRLYPTTQPPEQGLD 

PTRS 


3673 


A 


2 


712 


RPPRVWYPELRELSAAAPRWSHRTAPGIMVFYF 

TSSSVNSSAYTIYMGKDKYENEDLIKHGWPEDI 

WFHVDKLSSAHVYLRLHKGENTEDIPKEVLMDC 

AHLVKANSIQGCKMNNVNWYTPWSNLKKTAD 

MDVGQIGFHRQKDVKIVTVEKKVNEILNRLEKT 

KVERFPDLAAEKECRDREERNEKKAQIQEMKKR 

EKEEMKKKREMDELRS YS SLMKVENMS SNQDG 

NDSDEFM 


3674 


A 


2 


712 


RPPRVWYPELRELSAAAPRWSHRTAPGIMVFYF 

TSSSVNSSAYTIYMGKDKYENEDLIKHGWPEDI 

WFHVDKLSSAHVYLRLHKGENIEDIPKEVLMDC 

AHLVKANSIQGCKMNNVNVVYTPW 

MDVGQIGFHRQKDVKIVTVEKKVNEILNRLEKT 

KVERFPDLAAEKECRDREERNEKKAQIQEMKKR 

EKEEMKXKREMDELRSYSSLMKVENMSSNQDG 

NDSDEFM 


3675 


A 


921 


1321 

i 


VTLAKMRVHISSCLKVQEQMANCPKFVPVVPTS 
QPIPSNIPNRSTFACPYCGARlSfLDQQELVKHCVE 
SHRSDPNRVVCPICSAMPWGDPSYKSANFLQHL 
LHRHKFSYDTFVDYSIDEEAAFQAALALSLSEN 


3676 


A 


3 


1856 


TLGRWLLGVYETVAPTLACLPRPRLRRRRRRRR 

RRMISRYTRKAVPQSLELKGITKHALNHHPPPEK 

LEEISPTSDSHEKDTSSQSKSDITRESSFTSADTGN 

SLSAFPSYTGAGISTEGSSDFSWGYGELDQNATE 

KVQTMFTADDELLYEQKLSVHTXSLQEECQQWT 

ASFPHLRILGRQIITPSEGYRLYPRSPSAVSASYET 

TLSQERDSTIFGIRGKKLHFSSSYAHKASSIAKSSS 

FCSMERDEEDSIIVSEGIIEEYLAFDHIDIEEGFHG 

KKSEAATEKQKLGYPPIAPFYCMKEDVLAYVFD 

SVWCKWSCMEQLTRSHWEGFASDDESNVAVT 

RPDSESSCVLSELHPLVLPRVPQSKVLYITSNPMS 

LCQASRHQPNVNDLLVHGMPLQPRNLSLMDKLL 

DLDDKLLMRPGSSTILSTRNWPNRAVEFSTSSLS 

YTVQSTRRRNPPPRTLHPISTSHSCAETPRSVEEIL 
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SEQ ID 
NO: 


Method 


Predicted 
beginning , 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


1 Predicted end 
nucleotide 

I location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid seduence fA—Alnninp fsPvctoinj* TtsAannr+if* A Mrl 
E=Glutamic Add, ^Phenylalanine, G=Glycine, H«Hlstidine, 
Msolencioe, K^Lysine, L^Lencine, M=Methionine,' 
N^Aspuragtne, P^Proline, Q=Glutamine, R=Arginine, S=Serine, 
T=>Threonine, V=>Valine, W=Tryptopban, ^Tyrosine, 
X»Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possib!e nucleotide insertion 










RGARVPVAPDSLSSPSPTPLSRMNLLPPIGTAEVE 

HVSTVGPQRQMKPHGDSSRAQSAWDEPNYQQ 

PQERLLLPDFFPRPNTTQSFLLDTQYRRSCAVEYP 

HQARPGRGSAGPQLHGSTKSQSGGRPVSRTRQG 

P 


3677 


A 


246 


757 


MRLQGAIFVLLPHLGPILVWLFTRDHMSGWCEG 

PRMLSWCPFYKVLLLVQTAIYSWGYASYLVWK 

DLGGGLGWPLALPLGLYAVQLTISWTVLVLFFT 

VHNPGLALLHLLLLYGLVVSTALIWHPINKLAAL 

LLLPYLAWLTVTSALTYHLWRDSLCPVHQPQPT 

EKSD 


3678 


A 


20 


1508 


RGKAEFFLAMAGTNALLMLENFIDGKFLPCSSYI 

DSYDPSTGEVYCRVPNSGKDEIEAAVKAAREAFP 

SWSSRSPQERSRVLNQVADLLEQSLEEFAQAESK 

DQGKTLALARTMDIPRSVQNFRFFASSSLHHTSE 

CTQMDHLGCMHYTVRAPVGVAGLISPWNLPLY 

LLTWKIAPAMAAGNTVIAKPSELTSVTAWMLCK 

LLDKAGVPPGWNP/FGTGPRVGEALVSHPEVPL 

ISFTGSQPTAERITQLSAPHCKKLSLELGGKNPAII 

FEDANLDECIPATVRSSFANQGEICLCTSRIFVQK 

SIYSEFLKRFVEATRKWKVGIPSDPLVSIGALISK 

AHLEKVRSYVKRALAEGAQIWCGEGVDKLSLPA 

RNQAGYFMLPTVITDIKDESCCMTEEIFGPVTCV 

VPFDSEEEVIERANNVKYGLAATVWS SNVGRVH 

RVAKKLQSGLVWTNCWLIRELNLPFGGMKSSGI 

GREGAKDSYDFFTEIKTTTVKH 


3679 


A 


1862 


502 


MAGTKPYMEIQTTIREYYEHLYANKLENLEEMD 

KFLDTYTLPRLNQEE VESLNRPITG SEIEAIINSLP 

TKKIPGPDRFTAKFYQRYKEELSNLIHYLGLSHH 

LLALNFHVSFGKKSAWSSAQVKVTDTDFDGVEV 

RVFEGPPKPEEPLKRSVVYIHGGGWALASAKIRY 

YDELCTAMAEELNAVIVSIEYRLVPKVYFPEQIH 

DWRATKYFLKPEVLQKYMVDPGRICISGDSAG 

GNLAAALGQQFTQDASLKNKLKLQALIYPVLQA 

LDFNTPSYQQNVNTPILPRYVMVKYWVDYFKG 

NYDFVQAMIVNNHTSLDVEEAAAVRARLNWTS 

LLPASFTKNYKPVVQTTGNART/QELPQLLDARS 

APLIADQAVLQLLPKTYILTCEHDVLRDDGIMYA 

KRLESAGVEVTLDHFEDGFHGCMIFTSWPTNFSV 

GIRTRNSYDCWLDQNL 


3680 


A 


249 


2146 


RSWGAPWFWRMRLLRRRHMPLRLAMVGCAFV 

LFLFLLHRDVSSREEATEKPWLKSLVSRKDHVLD 

LMLEAMNNLRDSMPKLQIRAPEAQQTLFSINQSC 

LPGFYTPAELKPFWERPPQDPNAPGADGKAFQK 

SKWTPLETQEKEEGYKKHCFNAFASDRISLQRSL 

GPDTRPPECVDQKFRRCPPLATTSVnVFHNEAWS 

TLLRTVYSVLHTTPAILLKEIILVDDASTEEHLKE 

KLEQYVKQLQWRVVRQEERKGLITARLLGASV 

AVjAb VL 1 rLDAllCECFHljWLErLLARlAEDKTV 

VVSPDIVTIDLNTFEFAKPVQRGRVHSRGNFDWS 

LTFGWETLPPHEKQRRKDETYPIKSPTFAGGLFSI 

SKSYFEHIGTYDNQMEIWGGENVEMSFRVWQC 

GGQLEIIPCSWGHVFRTKSPHTFPKGTSVIARNQ 

VRLAEVWMDSYKKIFYRRNLQAAKMAQEKSFG 

DISERLQLREQLHCHNFSWYLHNVYPEMFVPDL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Aianine O^Cystelne, D^Aspartic Add» 
E=Glutamic Add, F=-Phenylalanine, G=Glydne, H»Hlstidine, 
MsoJendne, K=Lyslne, L=Leucine, M=Methionine, 
N«Asparagine, P^ProIlne, Q^Glutamine, R^Arginine, S=Serine, 
Threonine, V=Valine, W^Tryptophan, Y^Tyrosine, 
X^Un known, *= t Stop codon, A=possibIe nudeotide deletion, 
^possible nudeotide insertion 










TFrFYGAIKNLGTNQCLDVGENNRGGKPLIMYS 
CHGLGGNQYFEYTTQRDLRHNIAKQLCLHVSKG 
ALGLGSCHFTGKNSQVPKDEEWELAQDQLIRNS 
GSGTCLTSQDKKPAMAPCNPSDPHQLWLFV 


3681 


A 


2982 


1869 


LKDTLKSQMTQEASDEAEDMKEAMNRMDDELN 

KQVSELSQLYKEAQAELEDYRKRKSLEDVTAEY 

IHKAEHEKLMQLTNVSRAKAEDALSEMKSQYSK 

VLT^TQLKQLVDAQKENSVSITEHLQVITTLRT 

AAKEMEEKISNLKEHLASKEVEVAKLEKQLLEE 

KAAMTDAMVPRSSYEKLQSSLESEVSVLASKLK 

ESVKEKEKVHSEWQIRSEVSQVKREKENIQTLL 

KSKEQEVNELLQKFQQAQEELAEMKRYSESSSK 

LEEDKDKKINEMSKEVTKLKEALNSLSQLSYSTS 

SSKRQSQQLEALQQQVKQLQNQLAECKKQHQE 

VISVYIUVIHLLYAVQGQMDEDVQKVLKQILTMC 

KNQSQKK 


3682 


A 


447 


1024 


AQALTAGRQLALAAPFIAPISPISLPRLNPPSQSW 

NSTPFFKVKLPPQKEV1TSDELMAHLGNCLLSIKP 

QEKSEGLQLNFQQNVDDAlvrrVLPKLATGLDVN 

VRFTGVSDFEYTPECSVFDLLGIPLYHGWLVDPQ 

QSPEAVRAVGKLSYNQI/VGEDHHLQTLQ*HQP 

RDRKPDCRAVPGDHRGPSDLPRTV 


3683 


A 


2 


942 * 


LEKQEEKFVGQCIKEELMHGECVKEEKDFLKKE 

IVDDTKVKEEPPINHPVGCKRKIj\MSRCETCGTE 

EAKYRCPRCMRYSCSLPCVKKHKAELTCNGVRD 

KTAYISIQQFTEMNLLSDYRFLEDVARTADHISR 

DAF^JOlPISNKYMYFMK^^lARRQGINLKLLPNG 

FTKRKENSTFFDKKKQQFCWHVKLQFPQSQA\ST 

♦KKRVPDDKTINEILKPYIDPEKSDPVIRQRLKAYI 

RSQTGVQILMKIEYMQQNLVRYYELDPYKSLLD 

NLRKECVIffiYPTLHWLKGSNNDMKVLHQVKSE 

STKNVGNEN 


3684 


A 


119 


1533 


SLQENVQEKRVRVCPGLGGLLPNGTPSITAAAAP 

QVLWRHVQPGCSHHLHACVIRAACRAGEGHAD 

RHAGPPET/PVILPSSWPWSSPWERQCPMH\L*AP 

GHAFRPVPTEHRRGWAALGHHRAAAGPLREPAS 

GSQPAPASC*PECHHGCPEQTRQCQDLLREAW 

APEQRG*PCAHLQT*ATATTLCPQVPAGRVWQP 

GHSCHLLPHRHDGSH*HHCAAHRRPVTRRQAAH 

GVPLPDACYSPHHTLPAAPPPATRPAGHTATrIPE 

♦GGDLTPVPDGPHDCPRDVQGIPGAGGGSQLAPC 

CPPFPAAPVSVQGTQGLGPKNVLH*QWEGIRWQ 

KEPE/PGPPPEVELKRGAKCRIGDHGLGAVLGQG 

EYAS*SPSIPW*ASSSACPPLHPTP/TVYTQSPAAA 

PGWTRPPSP/PPPGLYPGP/PASHAPGVRGGISHQL 

YSLP*LCRECCSCP/PPPPAHGGRCPSLLPPEALAK 

LLL 


3685 


A 


101 


438 


AWVLQCKINTELQTEVVMLKSMVLWLGEQVQS 
Lvjy yLHCHr NHTH1C VTNLE YNxKEYPWDLV 
KAHLQGASTS>nTFDIGELQKK\ILDLNKQTQEFQ 
PSL*AWTEFQQGLE 


3686 


A 


105 


845 


VSDVVKNQL\nBVQCRQDGCDAVE>TVHQMFMF 
NWFTDCLWTLFLSNYQPSVESSSPGGSATSDDHE 
FDPSADMLVHDFDDERTLEEEEMMEGETNFSSEI 
EDLAREGDMPIHELLSLYGYGSTVRLPEEDEEEE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A«Alanine OCysteine, D»Aspartic Add, 
E=Glutamic Add, F=Phenylaianine, G=Glycine, H«Histidine, 
Msoleucine, K«Lysine, L=Leudne, M=Methionine, 
N«Asparagine, P=Proline, Q»Glntamine, R-Arginine, S=Serine, 
T^hreonine, V«VaJine, W^ryptophan, Y«Tyrosine, 
X«TJnknown, *=Stop codon, /^possible nudeotide deletion, 
\=possible nudeotide insertion 










EEEEEGEDDEDADM>DNSGCSGENKEENIKDSS 
GQEDETQSSNDDPSQSVASQDAQEHRPRRCKYF 
DTNSEVEEESEEDEDYEP/SIISFFQSSDGI*SSSSSE 
DWKKEMVGS 


3687 


A 


49 


1225 


PVLVTSLRMREADTLRPPQLMEVSADIISTVEFN 

HTGELLATGDKGGRWIFQREPESKNAPHSQGE 

YDWSTFQSHEPEFDYLKSLEIEEKTNKIKWLPQQ 

NAAHSLLSIM>KTIKLWKITERDKRPEGYNLKDE 

EGKLKDLSTVTSLQWVLKPMDLMVEVSPRRIFA 

NGHTYHINSISVNSDCETYMSADDLRINLWHLAI 

TDRSFTPVNWDIKPANMEDLTEVITASEFHPHHC 

NLFVYSSSKGSLRLCDMRAAALCDKHSKLFEEPE 

DPSNRSFFSEnS\SVSDVKFSHSDRYMLTR\DYLT 

VKVWDLNMEARPIETYQVHDYLRSK^ 

CIEDKFECAWNGSDR/IMTGAYNNFFRMFDRNT 

JtsJvUV lLJiAbKOooJsJrKA VL 


JOOO 


A 

A 


l 




ill A AflTDT T VATA7 T \TAJ T TTTT TT-TD"DT> CCTD A X/TCC 

SDRPCEISEIDDNPKISENPRRSPTHEKNTMGAQE 
AHIYVKTV AG SEEP VHDRYRPTIEMERRR 


3689 


A 


698 


889 


GRVLVHCAMGVSRSATLVLAFLMIYENMTLVEA 
IPDGAGPPQISALTQAFVRQLQVLDNRLGRE 


3690 


A 


61 


153 


MGAHLVRRYLGDASVEPDPLQMPTFPPDYGF 


3691 


A 


61 


153 


MGAHLVRRYLGDASVEPDPLQMPTFPPDYGF 


3692 


A 


3 


2831 


PLVRRLLRQTLRRVGGARAVREAVMRAVLTWR 

DKAEHCINDIAFKPDGTQLILAAGSRLLVYDTSD 

GTLLQPLKGHKDTVYCVAYAKDGKRPASGSAD 

KSVUWTSKLEGILKYTHNDAIQCVSYNPITHQLA 

SCSSSDFGLWSPEQKSVSKHKSSSKnCCSWTNDG 

QY1ALGMFNGESIRKKNGEEKVKIERPGGSLSPI 

WSICWNPSSRWESFWMNRENEDAEDVIVNRYIQ 

EIPSTLKSAVYSSQGSEAEEEEPEEEDDSPRDDNL 

EERNDILAVADWG\QKVSFYQLSGKQIGKDRAL 

NFDPCCISYFTKGEYBLLGGSDKQVSLFTKDGVR 

LGTVGEQNSWVWTGQAKPDSNYWGGCQDGTI 

SFYQLIFSTVHGLYKDRYAYRDSMTDVIVQHLIT 

EQKVRIKCKELVKKIAIYRHRLAIQLPEKILIYELY 

SEDLSDMHYRVKEKIIKKFECNLLVVCANHIILC 

QEKRLQCLSFSGVKEREWQMESLIRYIKVIGGPP 

GREGLLVGLKNGQILKIFVDNLFAIVLLKQATAV 

RCIJDMSASRKKLAWDENDTCLVYDIDTKELLF 

QEPNANSVAWNTQCEDMLCFSGGGYLNIKASTF 

PVHRQKLQGFWGYNGSK1FCLHVFSISAVEVPQ 

SAPMYQYLDRKLFKEAYQIACLGVTDTDWRELA 

MEALEGLDFETAKKERKKRGETNNDLFLADVFS 

YQGKFHEAAKLYKRS GHENLALEMYTDLCMFE 

YAKDFLGSGDPKETKMLITKQADWAK 

AVEMYISAGElWKAmiCGDHGWVDMLIDIARK 

T TJUT APTJT7PT T T PATVT Wl filPfiVA AT7TVT V\AH 

DLKSLVQLHVETQRWDEAFALGEKHPEFKDDIY 
MPYAQWLAENDRFEEAQKAFHKAGRQREAVQV 
LEQLTNNAVAESRFNDAAYYYWMLSMQCLDIA 
QDPAQKD 


3693 


A 


3 


1099 


SSFPTCMRTVFHSNTSVSSLLHRPGHVTPQLTIHG 
GWRHHRDHTAIDEWDFNPSKFLIYTCLLLFSVLL 
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SEQ ID 
NO: 


jvietnod 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine C=Cysteine, D=Aspartic Add, 
E=Glutamic Add, F=Phenylalanine, G=Glycine, HHHistidint, 
I^Isoleucine, KpLysine, L^Lcucine, M°Methionine, 
N^Asparagine, P^Proline, Q=Glutamine, R=Arginine, S=Serine» 
Threonine, V=Valine, W=Tryptophan, Y«Tyrosine, 
X B Unknown, *=Stop codon, ^possible nucleotide deletion, 
^possible nucleotide insertion 










PLRLDGHQWSYWAWAPIWLWKLLWAGASVG 

AGVWARNPRYRTEGEACVEFKAMLIAVGIHLIX 

LMFEVLVCDRVERGTHFWLLVFMPLFFVSPVSV 

AACVWGFRHDRSIJEl^ILCSVNILQFIFIALKLDRI 

IHWPWLVYFVPLWILMSI^CLVVLYYIVWSLLF^ 

RSIJDWAEQRRTHVTMAISWITIVWIXTFE 

VHRLDGHNTFSYVSIFWLWLSLLTLMATTFRRK 

GGNHWWFAIRRDF/CQDQLPQPTGKPPPPPLTDH 

HGEKALPLQNKDRGSWPASRGSPRLL 


3694 


A 


483 


761 


PRSLIDYKSYMDTKLLVARFLEQSSCTMTPDIHE 
LVEN1KSVLKSDEEHMEEATTSASFLEQIMAHSX 
QHIRAHKLPXETAGLXTSELRXLTP 


3695 


A 


483 


761 


PRSLIDYKSYMDTKLLVARFLEQSSCTMTPDIHE 
LVENIKSVLKSDEEHMEEAITSASPLEQIMAHSX 
QHIRAHKLPXETAGLXTSELRXLTP 


3696 


A 


456 


733 


LSAALWEEPDLSLWSETKELTNRGKMNYPQIGPH 
RPHVKGLRVRPGPGH.SNAPKSLCPGMSNSDRGI 
HVGGEGQGPGKRAGHLGRGGGMSFL 


3697 


A 


877 


1873 


VWL*TLS*HTCALMTVCRSCLVKYLEENNTCPT 
CRJVIHQSHPLQYIGHDRTMQD1VYKLVPGLQEA 
EMRKQREFYHKLGMEVPGDKGETCSAKQHLDS 
HRNGETKADDSSNKEAAE 


3698 


A 


1 


572 


KQCGIPHEVVRDENSSVYAEVSRLLLATGHWKR 

LRRDNPRFNLMLGERNRLPFGRLGHEPGLVQLV 

NYYRGADKLCRKASLVKLIKTSPELAESCTWFPE 

SYVIYPTNLKTPVAPAQNGIQPPISNSRTDEREFFL 

ASYNRKKEDGEGNVWIAKSSAGAKVWVQW*M 

TDLEEEIDIPSPVGLGLESEWPL 


3699 


A 


2008 


2432 


LHCKMGALETQTHPCSQNMLRSLQKCCCKVEE 

HHLQPVQVLQTLLHSATAGTGCRRPARPPPAPPT 

PTPWRSRQSGKQSERAS*LKGRGRYGLGALGGR 

GGRALGGSRWPPPLPGETLFSGCKHRRRRRGSD 

AAPGEEAGT 


3700 


A 


33 


1318 


GYQIGMALASGPARRALAGSGQLGLGGFGAPRR 

GAYEWGVRSTRKSEPPPLDRVYEEPGLEPITFAG 

KMHFVPWLARPIFPPWDRGYKDPRFYRSPPLHE 

HPLYKDQACYIFHHRCRLLEGVKQALWLTKTKL 

IEGLPEKVLSLVDDPRNHIENQDECVLNVISHARL 

WQTTEEIPKRETYCPVIVDNLIQLCKSQILKHPSL 

ARRICVQNSTFSATWNRESLLLQVRGSGGARLST 

KDPLPTIASREEIEATK^^HVLETF^ISPIIDLHECN 

IYDVKNDTGFQEGYPYPYPHTLYLLDKANLRPH 

RLQPDQLRAKMELFAFGSALAQARLLYGNDAKV 

LEQPVWQSVGTDGRVFHFLVFQLNTTDLDSNE 

GVKNLAWVDSDQLLYQHFWCLPVIKKRVWEP 

VGPVGFKPETFRKFLALYLHGAA 


3701 


A 


86 


465 


WTLCGPEAGMVGYDPKPDGRNNTKFQVAVAGS 
VSGLVTRALISPFDVDQRFQLQHERLSRSDPSAK 
YHGILQASRQILQEEGPTAFWKGHVPAQILSIGY 
GAVQFLSFEMLTELVHRGSVYDARE 


3702 


A 


166 


814 


GFWEKTNQSSHSMDPLGAPSQFVDVDTLPSWGD 
SCQDELNSSDTTAEIFQEDTVRSPFLYNKDVNGK 
WLWKGDVALLNCTAIVNTSNESLTDKNPVSESI 
FMLAGPDLKEDLQKLKGCRTGEAQLTKGFNLAA 
RFIIHTVGPKYKSRYRTAAESSLYSCYRNVLQLA 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A s Alanine C=Cysteine, D^Aspartic Acid, 
E^GIutamic Acid, ^Phenylalanine, OGlyclne, H=Hlstidine, 
Msoleucine, KpLysine, L=Leucine, M=Methionine, 
N=Asparaglne, P=ProItae, Q=Glutamine, R=Arginine t S=£erine, 
^Threonine, V=Valine, W=Tryptophan, Y=Tyrosine, 
X=Unkno\vn 5 *=Stop codon, A=possIbIe nucleotide deletion, 
\=possible nucleotide insertion 










KEQSMSSVGFCVINSAKRGYP1JKDATHIALRTVR 
RFLEIHGETIEKW 


3703 


A 


128 

•1 


1255 


SLGPSPKSAUPCCGDTMAPEEDAGGEALGGSFW 

EAGNYRRTVQRVEDGHRLCGDLVSCFQERARIE 

KAYAQQLADWARKWRGTVEKGPQYGTLEKAW 

HAFFTAAERLSALHLEVREKLQGQDSERVRAWQ 

RGAFHRPVLGGFRESRAAEDGFRKAQKPWLKRL 

KEVEASKKSYHAARKDEKTAQTRESHAKADSA 

VSQEQLRKLQERVERCAKEAEKTKAQYEQTLAE 

LHRYTPRYMEDMEQAFETCQAAERQRLLFFKD 

MLLTLHQHLDLSSSEKFHELHRDLHQGIEAASDE 

EDLRWWRSTHGPGMAMNWPQFEEWSLDTQRTI 

SRKEKGGRSPDEVTLTSIVPTRDGTAPPPQSPGSP 

GTGQDEEWSDEESP 


3704 


A 


1 


271 


ARGEDLALATGGGPDTVTHSNMPCPNSLVYDC 

WLNIKECSVGEHTFEDLGLCPGRNQREKKRSYK 

DFLREEEKIAAQVRNSSKKKLKDSE 


3705 


A 


170 


1318 


LNWANLVIMWPREEEKEKVQDYSLGGLSPDLRI 

DVSRKKKILKAYDEDEDEDLYPDIHPPPSLPLPG 

QFTCPQCRKSFTRRSFRPNLQLANlVfVQIIRQMCP 

TPYRGNRSNDQGMCFKHQEALKLFCEVDKEAIC 

WCRESRSHKQHSVLPLEEWQEYKAKLQGHVE 

PLRKHLEAVQKMKAKEERRVTELKSQMKSELA 

AVASEFGRLTRFLAEEQAGLERRLREMHEAQLG 

RAGAAASRLAEQAAQLSRLLAEAQERSQQGGLR 

LLQDIKETFNRCEEVQLQPPEVWSPDPCQPHSHD 

FLTDAIVRKMSRMFCQAARVDLTLDPDTAHPAL 

MLSPDRRGVRLAERRQEVADHPKRFSADCCVLG 

AQGFRSGRHYWEVCMGP 


3706 


A 


204 


1996 


SRERQTTWMDHNFAPAPPEMQSHGAPGPGTSFS 

HSHVLGRPIRPSRLPGGGSPLTPVLRICTIHLDTFP 

QSHIPQTSSRLGLGARTRSVPPQETGIALGASLSP 

LPTSSLVPRKLSSISLTLHQNSQARSLDRPLSHWE 

ELPTPGKKAAPHEGGRVSSPGSPPVTLVPGGRVH 

SEGPGNPGLTKSNRMLA1EKPLVSSYLALPFQSR 

LAQSAPVLAEPGSLGQGHLVSVTDHMPTRASPG 

KGKPRARGIPRPRGRLQRANTTVNLTAMDTRTD 

AARHLATMATNRPSLAINLATPNTSQLDTGTEFP 

ALDIKLGTARDLSSVGTVKSGKTVNLATAGTIKP 

GTAMNLTTVGTTKPGMVMDL1ASEPDKLGKAM 

ATRSTAKPDMTTEG1AMDSATSDPVKPDTITATV 

GTSl^ETAMALARVNRAKLGTAKNSLALDTSR 

MGTAVGSWPVTPDPATGKTTLGSVNNLTISDV 

ATCLLMPSRSTDLALDNTNAAMDRATEPASLDL 

ATEYKGKCRNLVGDGLGCREGEVCELGDGSMK 

PMSmSNLLGYIGIDTIlEQMRKXTMKTGFDFNIM 

VvGTEGCGAAAGLVAGSTKDPISFPQ 


3707 


A 


3 


549 


SSSISRDFLGQAACASGTMLRWLRDFVLPTAACQ 
dapopa/trvptt "THAT T\R>jfvnriv\/TYrfii3T npfiT *d 

NLGIPLGQDAEEKIFIT^^ 
LKDHEKKMKLAFKSLDKNNDGKIEASEIVQSLQ 
TLGLTISEQQAELILQSIDVDGTMTVDWNEWRD 
YFLFNPVTDIEEIIR 


3708 


A 


1 


1866 


EFRGAGRANMLAPRGAAVLLLHLVLQRWLAAG 
AQATPQVFDLLPSSSQRLNPGALLPVLTDPALND 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Aiuiuv «viu acijuciicc l/*- ■« u I u c ^^^.ysicluC} U^/VSparuC AClQy 

E=Glutamic Add, F=PhenylaIanlne, G=Glydne, B^Histidine, 
I=IsoIeudne, K=Lysine, D=Leudne, ^Methionine, 
N=Asparagine, P=sproIine, Q=Glutamine, R^Arginine, S^Serine, 
T^Threonine, V^Valine, W=Tryptophan, Y«Tyrosine, 
X-Unknown, *=Stop codon, ^possible nucleotide deletion, 
V=possible nudeotide insertion 










LYVISTFKLQTKSSATIFGLYSSTDNSKYFEFTVM 

GRLSKAILRYIJCMDGKVHLVVFNNLQLADGRRH 

RILLRLSNLQRGAGSLELYLDCIQVDSVHNLPRA 

FAGPSQKPEHELRTFQRKPQDPLEELKLWRGSL 

FQVASLQDCFLQQSEPLAATGTGDFNRQFLGQM 

TQLNQLLGEVKDLLRQEVNETSFLRNTITECQAC 

GPLKFQSPTPSTWPPASPAPPTRPPRRCPSNPCF 

RGVQCTDSRDGFQCGPCPEGYTGNGITCIDVDEC 

KYHPCYPGEHCINLSPGFRCDACPVGFTGPMVQ 

GVGISFAKSNKQVCTDIDECRNGACVPNSICVNT 

LGSYRCGPCKPGYTGDQIRGCKAERNCRNPELN 

PCSVNAQCIEERQGDVTCVCGVGWAGDGYICGK 

DVDIDSYPDEELPCSARNCKKDNCKYVPNSGQE 

DADRDGIGDACDEDADGDGILNEQDNCVLIHNV 

DQRNSDKDFGDACDNCLSVLNNDQKDTDGDG 

RGDACDDDMDGDGIKNILDNCPKFPNRDQRDK 

DGDGVGDACDSCPDVSNPNQ 


3709 


A 


144 


417 


TQAMEGLLHYINPAHAISLLSALNEERLKGQLCD 
VLLIVGDQKFRAHKNVLAASSEYFQSLFTNKENE 
SQTVFQLDFCEPDAFDNVLNYTY 


3710 


A 


245 


688 


FGMLKNKGHSSKKDNLAVNAVALQDHILHDLQ 

LRM^SVADHSKTQVQKKENKSLKRDTKLAIIDTGL 

KKTTQCPKLEDSEKEYVLDPKPPPLTLAQKLGLI 

GPPPPPLSSDEWEKVKQRSLLQGDSVQPCPICKE 

EFELRPQVFSIRG 


3711 


A 


3 


773 


SLEMSSDGEPJ^RMDSEDSISSTIMDVDSTISSGRS 
TPAMMNGQGSTTSSSKNIAYNCCWDQCQACFNS 
SPDLADHIRSIHVDGQRGGVFVCLWKGCKVYNT 
PSTSQSWLQRHMLIHSGDKPFKCVVGGCNASFA 
SQGGLARHVPTHFSQQNSSKVSSQPKAKEESPSK 
AGMNKRRKLKNKRRRSLARPHDFFDAQTLDAIR 
HRAICFNLSAHIESLGKGHSVVFHSTVSILLFFQIK 
YKTLQKNISTIISKSLKI 


3712 


A 


2 


344 


RATWHNAGKEREAVQLMAGAEKRVKASHSFLR 
GLFGGNTRJEEACEMYTRAANMFKMAKNWSAA 
GNAFCQAAKLHMQLQSKHDSATSFVDAGNAYK 
KADPQGKTARHVACYLCV 


3713 


A 


20 


974 


GAAATACSSSSSSSGAPATWAAHGPGKDVASPS 

SVSLSPRRSRLLVLRCGLRRNPERPSSSPALRRLL 

LLLLLLLLLLLGFLLSPGPERGVGGGRFGRRLAL 

LWAAALGHVVSGKVMSRRAPGSRLSSGGGGGG 

TNYSRSWNDWQPRTDSASADPGNLKYSSSRDRG 

GSSSYGLQPSNSAWSRQRHDDTRVHADIQMDE 

KGGYSVNGGSGENTYGRKSLGQELRVNNVTSPE 

FTSVQHGSRALATKDMRKSQERSMSYCDESRLS 

YLLRRITRENDRDRRLATVKQLKEFIQQPENKLV 

LVKQLDILAAVHDVLNER 


3714 


A 


237 


458 


IFALKSPSYLLPCCTPEGKMDHKQLCWSHPQKSG 
at>KbOOlCSNQHGLl WK Y oLNMCLQCCHQYVK 
DIGFIKL 


3715 


A 


970 


1524 


LCTLSPGISGTAGSCLTTEPGTELGTSFAQNGFYH 

EAWLFTQALKLNPQDHRLFGNRSFCHERLGQP 

AWALADAQVALTLRPGWPRGLFRLGKALMGLQ 

RFREAAAVFQETLRGGSQPDAARELRSCLLHLTL 

QGQRGGICAPPLSPGALQPLPHAELAPSGLPSLRC 
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NO: 




jt rcuictco 

beginning 
nucleotide 
location 
. corresponding 
to first amino 
add residue of 
peptide 
sequence 


rrcuiciGu cnu 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


ajuiqu avio sequence \f% — /udiime w^^/sicine* u^ASpsriiC ACIQ9 
E=Glutaraic Add, ^Phenylalanine, G=Grycine, H=Histidine, 
I^Isoleucine, K=Lysine, L=OLeucine, M=Mcthionine, 
N=>Asparagine, P^Proline, Q=Glutamine, R=Arginine, S=Serine, ' 
T=Threonine, V=VaIIne, W*=Tryptopban, Y=Tyrosine, 
X = Un known, * =s Stop codon, ^possible nucleotide deletion, 
^possible nucleotide Insertion 










PRSTALRSPGLSPLLH 


3716 


A 


85 


308 


QGLPSTMVKLGCSFSGKPGKDPGDQDGAAMDS 

VPLISPLDISQLQPPLPDQWIKTQTEYQLSSPDQQ 

NYTKSR 


3717 


A 


58 


618 


GAGCTSPGLWARKAAARCLFTYPSRAQPSNVGR 

RKRRRPGLGALAAGVPAMAESVERLQQRVQELE 

RELAQERSLQVPRSGDGGGGRVRIEKMSSEWD 

SNPYSRLMALKRMGIVSDYEKIRTFAVAIVGVGG 

VGSVTAEMLTRCGIGKLLLFDYDKVEIANMNRL 

FFQPHQAGLSKVQAAGHTPEE 


3718 


A 


3 


593 


RGAGGRAGGRADGQPNMADQRQRSLSTSGESL 

YHVLGLDKNATSDDIKKSYRKLALKYHPDKNPD 

NPEAADKFKE^AHAILTDATKRMYDKYGSLG 

LYVAEQFGEENVNTYFVLSSWWAKALFVFCGLL 

TCCYCCCCLCCCFNCCCGKCKPKAPEGEETEFY 

VSPEDLEAQLQSDEREATDTPIVIQPASATEP 


3719 


A 


2 


2173 


SGGVRMGSRADGPRTSGHVTGKMAVFPWHSRN 

R>TYKAEFASCRLEAVPLEFGDYHPLKPITYTESK 

TKKVNRKGSTSSTSSSSSSSWDPLSSVLDGTDPL 

SMFAATADPAALAAAMDSSRRJCRDRDDNSVVG 

SDFEPWTNKRGEILARYTTTEKLSINLFMGSEKG 

KAGTATLAMSEKVRTRLEELDDFEEGSQKELLN 

LTQQDYVNRIEELNQSLKDAWASDQKVKAPKN 

VHPGKLVYERIFSMCVDSRSVLPDHFSPENANDT 

AKETCLNWFFKIASIRELIPRFYVEASILKCNKFLS 

KTGISECLPRLTCMIRGIGDPL\GSVYARAYL\SRV 

GMEVAPHLKETLNKNFFDFLLTFKQIHGDTVQN 

QLWQGVELPSYLPLYPPAMDWIFQCISYHAPEA 

LLTEMMERCKKLGNNALLLNSVMSAFRAEFIAT 

RSMDFIGMIKECDESGFPKHLLFRSLGLNLALAD 

PPESDRLQILNEAWKVITKLKNPQDYINCAEVWV 

EYTCKHFIKREVNTVIADVIKHMTPDRAFEDSY 

PQLQLEKKVIArlFHDFSVLFSVEKFLPFLDMFQK 

ESVRVEVCKCI\RTPLSSINKSPPRTRSS*MPFCMF 

ARPCMTL/CNALTLEDEKRMLSYLINGFIKMVSF 

GRDFEQQLSFYVESRSMFCNLEPVLVQLIHSVNR 

LAMBTRKVMKGNHSRKTAAFVRSWGAYWFIT1P 

SLAGIFTRLNLYLHSG 


3720 


A 


24 


296 


ENLFRAGFAFSLLRSSFYISKTYCS WFSNLISGSL 

ADFNSKGTRDYSPRQMAVRE/KVFDVIIRCFKRH 

GAEVIDTPVFELKVRNGQEETTW 


3721 


A 


2 


310 


PSCLTCVGHCSIGGSCTMIGIMMPBCHCSLHMTG 
PRCEEHVFILQQPGHIASILIPLLVLLLLALVAGVV 
FWHKRRVQGAKGFQHQRMTNGAMNVEIGNPTY 
K 


3722 


A 


75 


722 


MELVAGCYEQVLFGFAVHPEPEACGDHEQWTL 

VADFTHHAHTASLSAVAVNSRFVVTGSKDETIHI 

YpMKKKIEHGALVHHSGTITCLKFYGNRHLISGA 

T?Tv/"lT T/^TTirP* A VfTirOOT VOTV A TYTT /~> r\\ 7*TT?T O I r I ttC* 

bDLiLIClWDAKJ&WiiCLK^ 
GKLALSVGTDKTLRTWNLVEGRSAFIKNIKQNA 
HIVEWSPRGEQYVVnQNKIDIYQLDTASISGTITN 
EKRISSVKFLSES 


3723 


A 


110 


316 


MELSDNRRSGGLEGLAEKCPNLTYLNLSGNKIK 
DLSTVEALVSGTVLSLDLLFLVKFSEICLCLLISI 


3724 


A 


3 


406 


VDRGTEAWQRDPAFSGLQRVGGVDVSFVKGDS 
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NO: 


lUcUJUU 


r rcujcicu 

beginning 
nucleotide 
location 
corresponding 

t/i tifct q in inn 

acid residue of 

peptide 

sequence 


rrcuicicQ cou 

nucleotide 
location 
corresponding 
to last amino 

flfid rwIrfjM* nf 

peptide 
sequence 


Amino acid sequence (A = AJanine O^Cysteine, 0° As parti c Add, 
E=Glutamic Add, F=Phenylalflnine, G^Glycine, H«Histidlne, 
I=IsoIeudne, K=Lysine, L=Leudne, M=Methionine, 
N^Asparagine, P=Proline, Q^Glntnmine, R^Arginine, S^Serine, 
T=Threonine, V~VaIine, W^Tryptophan, Y^Tyrosine, 

^possible nudeotide insertion 










VRACASLGVLSFPELEVVYEESRMVSLTAPYVSG 
FLAFREVPFLLELVQQLREB3EPGLMPQVLLVDGN 
GVLHHRGFGVACHLGVLTDLPCVGVAKKLLQV 
DG 


3725 


A 


3 


406 


VDRGTEAWQRDPAFSGLQRVGGVDVSFVKGDS 

VRACASLGVLSFPELEWYEESRMVSLTAPYVSG 

FlJ^REVPFLlJELVQQLJREKEPGLMPQVLLVDGN 

GVLHHRGFGVACHLGVLTDLPCVGVAKKLLQV 

DG 


3726 


A 


1 


433 


SSDDRSLFRRLKLNYAIFDEGHMLKNMGSIRYQ 

HLMTINANbfllLXLTGTPVQNNLLELMSLLNFVM 

PHMFSSSTSEIRRMFSSKTKSADEQSIYEKERIAH 

AKQHKPFELRRVKEEVLKQLPPKKDRIELCAMSE 

KQEQLYLG 


3727 


A 


6 


383 


RIPRGKACXTVLGRSTGELEGFASSRLPPQPCGW 
GQSSDLLSRJDLDELMKKDEPPLDFPDTLEGFEY 
AWEKGQLRJfflKTGEPFVFNYREHLHRWNQKRY 
EALGEIITKYVYELLEKDCNSKKVS 


3728 


A 


3 


2452 


EIAGAAAENMLGSLLCLPGSGSVLLDPCTGSTISE 

TTSEAWSVEVLPSDSEAPDLKQEERLQELESCSG 

LGSTSDDTOVREVSSRPSTPGLSVVSGISATSEDIP 

NKIEDLRSECSSDFGGKDSVTSPDMDEITHDFLYI 

LQPKQHFQHIEAEADMRIQLSSSAHQLTSPPSQSE 

SLLAMFDPLSSHEGASAWRPKVHYARPSHPPPD 

PPILEGAVGGNEARLPNFGSPMF*LPAEMEAFKQ 

RHS/YTPERLVRSRSS\DIVSSVRRPMSDPSWNRR 

P\GNEERELPPAAAIGATSLVAAPHSSSSSPSKDSS 

RGETEERKDSDDEKSDR>IRPWWRKRFVSAMPK 

APIPFRKKEKQEKDKDDLGPDRFSTLTDDPSPRLS 

AQAQVAEDILDKYRNAIKRTSPSDGAMANYEST 

EVMGDGESAHDSPRDEALQNISADDLPDSASQA 

AHPQDSAFSYRDAKKKLRLALCSADSVAFPVLT\ 

HSTRNGLPDHTDPEDNEIVCFLKVQIAEAINLQD 

KNLMAQLQETMRCVCRFDNRTCRKLLASIAEDY 

RKRAPYIAYLTRCRQGLQTTQAHLERLLQRVLR 

DKEVANRYFTTVCVRLLLESKEKKIREFIQDFQK 

LTAADDKTAQVEDFLQFLYGAMAQDWWQNAS 

EEQLQDAQLAIERSVMNRIFK1AFYPNQDGDILR 

DQVLHEHIQRLSKVVTANHRALQIPEVYLREAP 

WPSAQSEIRTISAYKTPRDKVQCmRMCSTIMNLL 

SLANEDSVPGADDFVPVLVFVLIKANPPCLLSTV 

QYISSFYASCLSGEESYWWMQFTAAVEFIKTIDD 

RK 


3729 


A 


3 


2452 


EIAGAAAENMLGSLLCLPGSGSVLLDPCTGSTISE 

TTSEAWSVEVLPSDSEAPDLKQEERLQELESCSG 

LGSTSDDTDVREVSSRPSTPGLSWSGISATSEDIP 

NKIEDLRSECSSDFGGKDSVTSPDMDEITHDFLYI 

LQPKQHFQHffiAEADMRIQLSSSAHQLTSPPSQSE 

SLLAMFDPLSSHEGASAVVTIPKVHYARPSHPPPD 

PPILEGAVGGNEARLPNFGSPMF*LPAEMEAFKQ 

RHS/YTPERLVRSRSS\DIVSSVRRPMSDPSWNRR 

P\GNEERELPPAAAIGATSLVAAPHSSSSSPSKDSS 

RGETEERKI)SDDEKSDRNRPWWRKRFVSAMPK 

APIPFRKKEKQEKDKDDLGPDRFSTLTODPSPRLS 

AQAQVAEDELDKYRNAIKRTSPSDGAMANYEST 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid tpntipnrp fAsAlaninp f^rrf^vcfpi n «• n-,A(n«riii> Affrt 

E=Glutamic Acid, F^Phenylalanine, G*=Glydne, H^Histfdine, 
I«Isoleucine, KHLysine, L^Leudne, M=Methionine, 
N-Asparagine, P=ProIine, Q=Glutamine, R=Arginine, S^Serine, 
T=»Threonine, V«Vaiine, W^Tryptophan, Y^Tyrosine, 
X=Unknown, *=Stop codon, A=possible nucleotide deletion, 
\ppossible nucleotide insertion 










EVMGDGESAHDSPRDEALQNISADDLPDSASQA 

AHPQDSAFSYIU)AKKKLRLALCSADSVAFPVLT\ 

HSTRNGLPDHTDPEDNEIVCFLKVQIAEArNLQD 

KIUMAQLQETMRCVCRFDNRTCRKLLASIAEDY 

RKRAPYIAYLTRCRQGLQTTQAHLERLLQRVLR 

DKEVAmYFITVCVIlLXLESKEKKIREFIQDFQK 

LTAADDKTAQVEDFLQFLYGAMAQDVIWQNAS 

EEQLQDAQLAJERSVMNRIFKLAFYPNQDGDILR 

DQVLHEHIQRLSKWTANHRALQIPEVYLREAP 

WSAQSEIRTTSAYKTPRDKVQCILRMCSTIMNLL 

SLANEDSWGADDFVPVLVFVLIKANPPCLLSTV 

QYISSFYASCLSGEESYWWMQFTAAVEFIK'nDD 

RK 


3730 


A 


3 


2452 


EIAGAAAENMLGSLLCLPGSGSVLLDPCTGSTISE 

TTSEAWSVEVLPSDSEAPDLKQEERLQELESCSG 

LGSTSDDTDVREVSSRPSTPGLSWSGISATSEDIP 

NKIEDLRSECSSDFGGKDSVTSPDMDEITHDFLYI 

LQPKQHFQHIEAEADMRIQLSSSAHQLTSPPSQSE 

SLLAMFDPLSSHEGASAVVRPKVHYARPSHPPPD 

PPILEGAVGGNEARLPNFGSPMF*LPAEMEAFKQ 

RHSATPERLVRSRSSVDIVSSVRRPMSDPSWNRR 

P\GNEERELPPAAAIGATSLVAAPHSSSSSPSKDSS 

RGETEERKDSDDEKSDRNRPWWRKRFVSAMPK 

APIPFRXKEKQEKDKDDLGPDRFSTLTDDPSPRLS 

AQAQVAEDILDKYRNAIKRTSPSDGAMANYEST 

EVMGDGESAHDSPRDEALQNISADDLPDSASQA 

AfffQDSAFSYRDAKKKLRLALCSADSVAFPVLTA 

HSTRNGLPDHTDPEDNEIVCFLKVQIAEAINLQD 

KNLMAQLQETMRCVCRFDNRTCRKLLASIAEDY 

RKRAPYIAYLTRCRQGLQTTQAHLERLLQRVLR 

DKEVANRYFTTVCVRLLLESKEKKTREFIQDFQK 

LTAADDKTAQVEDFLQFLYGAMAQDVIWQNAS 

EEQLQDAQLAIERSVMNR1FKLAFYPNQDGDILR 

DQVLHEHIQRLSKWTANHRALQIPEVYLREAP 

WPSAQSEDITISAYKTPRDKVQCILRMCSTIMNLL 

SLANEDSWGADDFVPVLVFVLIKANPPCLLSTV 

QYISSFYASCLSGEESYWWMQFTAAVEFIKTIDD 

RK 


3731 


A 


1 


1305 


VNTAMHEAKLMEECDELVEIIQQRKQMIAVKIK 

ETKVMKLRKLAQQVANCRQCLERSTVLINQAEH 

ILKENDQARFLQSAKNIAERVAMATASSQVLPDI 

NFNDAFENFALDFSREKKLLEGLDYLTAPNPPSIR 

EELCTASHDTITVHWISDDEFSISSYELQYTIFTGQ 

ANFISLYNSVDSWMIWNIKQNHYTVHGLQSGTR 

YIFIVKAINQAGSRNSEPTRLKTNSQPFKLDPKMT 

HKKLKISNDGLQMEKDESSLKKSHTPERFSGTGC 

YVYGVLHNSDNS*MFISLSFPLSHRYAIGIAYKSA 

PK>JEWIGKNASSWWSRmSNFVVRHNNI<£ML 

\rr\\rD"DT-TT T/DT i~>\rf T VTYVTV f\TK /TT CT7VTYD A XTO T \U 

LHTFDVTFAEJ'VCPTFITWNKSLMILSGLPAPDFI 
DYPERQECNCRPQESPYVSGMKTCH 


3732 


A 


127 


2832 


LGQRLSLVPRPSLKRRLGKRLSLGLRERMMSLW 
WS/GPKVRTQATTGARPKTETKSVPAARPKTEAQ 
AMSGARPKTEVQVMGGARPKTEAQGITGARPKT 
DARAVGGARSKTDAKAIPGARPKDEAQAWAQS 
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NO: 


tVfpfhnrt 


* l CUICICU 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


m I Cull-LCU CIIU 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


niiiiuu hciu octjucncc .rviiiuiiic v* l=i \^jrsiciiic ? ipa Spfl » tic ACI"» 

E=Glutamic Add, ^Phenylalanine, G=Grycine, H=Histidine, 
Msoleucine, KHLysine, l^Leucine, M=Methionine, 
N^Asparagine, P*»ProIine, Q=Glutamine, R^Arginine, S=Serine, 
T^Threonine, V=Valine, W^Tryptophan, Y=T^yrosine, 
X=Unknown, *=Stop codon, /=possible nucleotide deletion, 
V=possible nucleotide insertion 










EFGTEAVSQAEGVSQTNAVAWPLATAESGSVTK 

SK\ACLWIEN* SMWM/PETFPGTQGQKGIQPWFG 

PGEETNMGSWCYSRPRAREEASNESGFWSADET 

STASSFWTGEETSVRSWPREESNTRSRHRAKHQT 

NPRSRPRSKQEAYVDSWSGSEDEASNPFSFWVG 

ENTNNLFRPRVREEANIRSKLRTNREDCFESESED 

EFYKQSWVLPGEEAN\mSGTETKKILILPWKLRA 

QKDVDSDRVKQEPRFEEEVnGSWFWAEKEASLE 

GGASAICESEPGTEEGAIGGSAYWAEEKSSLGAV 

AREEAKPESEEEAIFGSWFWDRDEACFDLNPCPV 

YKVSDRFRDAAEELNASSRPQTWDEVTVEFKPG 

LFHGVGFRSTSPFGIPEEASEMLEAKPKMLELSPE 

GEEQESLLQPDQPSPEFTFQYDPSYRSVREIREHL 

RARESAESESWSCSCIQCELKIGSEEFEEFLLLMD 

KIRDPFIHEISKIAMGMRSASQFTRDFIRDSGVVS 

LffiTLLNYPSSRVRTSFLENMIHMAPPYPNLNMIE 

TFICQVCEETLAHSVDSLEQLTGNKGCFRHLTMT 

IDYHT\LIAN*yGPGFPLLF*PQAQCGETKFHVLK 

MLLNLSENPAVAKKLFSAKALSIFVGLFNIEETN 

DNIQIVIKMFQNISNIIKSGKMSLBDDDFSLEPLISA 

FREFEELAKQLQAQIDNQNDPEATGTTAFV GKG 

NNPSANRERLSPSVFCPGAQEAESLPARRVRGEE 

QRLLLEEVGARTADGIPEGW 


3733 


A 


2 


3274 


DVPLIR1EEDTGEIFTTGARIDREKLCAGIPRDEHC 

FYEVEVAILPDEIFRLVKIRFLEEDrNDNAPLFPAT 

VINISIPENSAINSKYTLPAAVDPDVGINGVQNYE 

LIKSQNBFGLDVIETPGGDICMPQLIVQKELDREEK 

DTY VMKVKVEDGGFPQRS STAILQVS VTDTNDN 

HPVFKETEDEVSIPENAPVGTSVTQLHATDADIGE 

NAKIHFSFSNLVSNIARRlJFHLNATTGLrnKEPLD 

REETPNHKLLVLASDGGLMPARAMVLVNVTDV 

NDNVPSroiRYIVNPVNDTVVLSE^LNTKIALIT 

VTDKDADHNGRVTCFTDHEIPFRLRPVFSNQFLL 

ETAAYLDYESTKEYAIKLLAXADAGKPPLNQSAM 

LFIKVKDENDNAPVFTQSFVTVSIPENNSPGIQLT 

KVSAMDADSGPNAKINYLLGPDAPPEFSLDCRT 

GMLTVV1CKLDREKEDKYLFTILAKDNGVPPLTS 

NVTWVSIIDQNDNSPWTHNEYNFYVPENLPRH 

GTVGLITVTDPDYGDNSAVTLSILDENDDFTIDSQ 

TGVIRPNISFDREKQESYTFYVKAEDGGRVSRSSS 

AKVTINVVDVNDNKPVFIVPPSNCSYELVLPSTN 

PGTVWQVIAVDNDTGMNAEVRYSIVGGNTRDL 

FAmQETGMTLMEKCDVTDLGLHRVLVKANDL 

GQPDSLFSVVIVNLFVNESVTNATLINELVPQKH 

LKHQ*PQILEIADVSSPTSDYVKILVAAVAGTnV 

VVYIFITAWRCRQAPHLKAAQKKlVrQNSEWATP 

NPENRQMIMMKIO^^ 

TKADDVDSDGNRVTLDLPIDLEEQTMGKYNWV 

TTPTTFKPDSPDLARHYKSASPQPAFQIQPETPLN 

LKHHnQELPLDNTFVACDSISNCSSSSSDPYSVSD 

CGYPVTTFEVPVSVHTRPPVDLEVGGAQSGQVAI 

LTSSLMELLLCLMVAAFLPLELRPLGQQNVMSW 

EQEAKILLVGYWGDGEWCHFHFHHLIPGPVNPG 

YERKQYHILDSDSEDTQPSGELCPIPVRPFTILSIQ 

LLQDDGEHCGTKQGFQPAVQLGLLPHKTLK 
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NO: 


\f pthnri 

1TJICU1UU 


* ruuicicu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


» rcuicicu cuu 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 

sequence 


AU11I1U UuU BCI|UCOCC t\.l a 1 J 1 LI C V» cs \ - .ySl.CIDCj U°A8 pfl Til C Add) 

&=Glutnmic Add, ^Phenylalanine, G^GIyclne, H=Histidine, 
I^lsoleudne, K=Lysine, LHLeucifle, M-Methionine, 
N=Asparagine,P=Proline ) Q=GIutamine, R=Arginine, S*>Serine, 
l^Tbreonine, V=Valine, W^ryptophan, Y^Tyrosind 
X=>Unknown, * es Stop codon, /^possible nudeotide deletion, 
V=possible nudeotide insertion 


3734 


A 


1 


840 


GTRPGHLPAPSDGFCV/HL*SIPSWGSF*GESL/EM 

QLrrSLGLQEFDIAR24VLELIYAQTLVWIGIFFCPL 

LPRQMIMLFIMFV r SKMSLMMNFQPPSKAWRAS 

QMMTFTIFLLFFPSFTGVLCTLAITIWRLKPSADC 

GPFRGLPLFIHSry r SWIDTLSTRPGYLWWWIYRN 

LIGSVHFFFILTLIVLUTYLYWQITC 

EQHNEGKDKMPLIEKLIKLQDMEKKANPSSLVLE 

RREVEQQGFLHLGEHDGSLDLRSRRSVQEGNPR 

A 


3735 


A 


2 


432 


VEVCRRYLWKMTVDASQNVQCCVIFSHFPFIFN 

NLSKIKLLHTDTLLKffiSKKHKAYLRSAAIEEERE 

SEFALRPTFDLTVRRNHLIEDVLNQLSQFENEDL 

RKELWVSFSGEIGYDLGGS/VKKEIFYCLFAEMIQ 

PEYGMFMY 


3736 


A 


1542 


343 


KGAPSFYRLYQYPNFAGPHAALANKSFFKADKV 

TMLWNKKATAVLVIASTDVDKTGASYYGEQTL 

HYIATNGESAWQLPKNGPIYDWWNSSSTEFCA 

VYGFMPAKATIFNLKCDPVFDFGTGPRNAAYYS 

PHGHILVLAGFGNLILQI*AD/IMKVWNVK>mCLI 

SKPVASDSTYFAWCPDGEHILTATCAPRLRVNN 

GYKIWHYTGSILHKYDVPSNAELWQVSWQPFLD 

GIFPAKTITYQAVPSEVPNEEPKVATAYRPPALRN 

KPITNSKLHEEEPPQNMKPQSGNDKPLSKTALKN 

QRKHEAKKAAKQEARSDKSPDLAPTPAPQSTPR 

NTVSQSISGDPEIDKKIKNLKKKLKAIEQLKEQAA 

TGKQLEKNQLEKIQBCETALLQELEDLELGI 


3737 


A 


3190 


664 


. VAMGTPRAQHPPPPQLLFLILLSCPWIQGLPLKEE 
EE,PEPGSETPTVASEALAELLHGALLRRGPEMG 
YLPGPPLGPEGGEEETTTTIITTTTVTTTVTSPVLC 
NNNISEGEGYVESPDLGSPVSRTLGLLDCTYSIHV 
YPGYGIEIQVQTLNJ.SQEEELLVLAGGGSPGLAP 
RLLANSSMLGEGQVLRSPTNRLLLHFQSPRVPRG 
GGFRIHYQAYLLSCGFPPRPAHGDVSVTDLHPGG 
TATFHCDSGYQLQGEETLICLNGTRPSWNGETPS 
CMASCGGTIHNATLGRIVSPEPGGAVGPNLTCR 
WVIEAAEGRRLHLHFERV SLDEDNDRLMVRSGG 
SPLSPVIYD SDMDDVPERGLISDAQSL YVELLSET 
PANPLLLSLRFEAFEEDRCFAPFLAHGNVTTTDPE 
YRPGALATFSCLPGYALEPPGPPNA1ECVDPTEPH 
WNDTEPACKAMCGGELSEPAGVVLSPDWPQSY 
SPGQDCVWGVHVQEEKRILLQVEILNVREGDML 
TLFDGDGPSARVLAQLRGPQPRRRLLSSGPDLTL 
QFQAPPGPPNPGLGQGFVLHFKEVPRNDTCPELP 
PPEWGWRTASHGDLIRGTVLTYQCEPGYELLGS 
DILTCQWDLSWSAAPPACQKIMTCADPGEIANG 
HRTASDAGFPVGSHVQYRCLPGYSLEGAAMLTC 
YSRDTGTPKWSDRVPKCALKYEPCLNPGVPENG 
YQTI-YKHHYQAGESLRFFCYEGFELIGEVTITCV 
PGHPSQWTSQPPLCKVTQl 1UPSRQLEGGNLAL 
AILLPLGLVIVLGSGVYIYYTKJLQGKSLFGFSGSH 
SYSPITVESDFSNPLYEAGDTREYEVSI 


3738 


A 


3190 


664 


VAMGTPRAQHPPPPQLLFLILLSCPWIQGLPLKEE 
EILPEPGSETPTVASEALAELLHGALLRRGPEMG 
YLPGPPLGPEGGEEETTTTIITTTTVTTTVTSPVLC 
NNNISEGEGYVESPDLGSPVSRTLGLLDCTYSIHV 
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SEQ ID 
NO: 


Method 


n cuiclcu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


i^rcuikicu cuu 

nucleotide 
Location 
corresponding 
to last amino 
acid residue of 
peptide , 
sequence 


Am inn nrlfi cpfitiPftrf* /Ab A la Flint* f^sfvstpitiA TkaAcnat>tt#> Art/1 
t\ lu i ij ukiu scijiiciibc niAuiuc v* v»jJ>icmCj V^Altparuc /\uU) 

E=Glntamlc Add, ^Phenylalanine, G=Glyclne, H-Histidine, 
I^lsoleucinc, K=Lysine, ^Leucine, M=Metbionine, 
N^Asparagine, rVProIine, Q»Glutaminc, R-Arginine, S=Sertoe, 
T^Threontne, V=Va!ine, W-Tryptophan, Y*^TyrosIne, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
V*possible nucleotide insertion 










YPGYGIEIQVQTLNLSQEEELLVLAGGGSPGLAP 

RLLANSSMLGEGQVIJISPTNRLLLHFQSPRVPRG 

GGFRIHYQAYLLSCGFPPRPAHGDVSVTDLHPGG 

TATFHCDSGYQLQGEETLICLNGTRPSWNGETPS 

CMASCGGT1HNATLGRIVSPEPGGAVGPNLTCR 

WVIEAAEGRRLHLHFERVSLDEDNDRLMVRSGG 

SPLSPVIYDSDMDDVPERGLISDAQSLYVELLSET 

PANPLLLSLRFEAFEEDRCFAPFLAHGNVTTTDPE 

YRPGALATFSCLPGYALEPPGPPNAIECVDPTEPH 

WNDTEPACKAMCGGELSEPAGWLSPDWPQSY 

SPGQDCVWGVHVQEEKRILLQVEILNVREGDML 

TLFDGDGPSARVLAQLRGPQPRRRLLSSGPDLTL 

QFQAPPGPPNPGLGQGFVLHFKEVPRNDTCPELP 

PPEWGWRTASHGDLIRGTVLTYQCEPGYELLGS 

DILTCQWDLSWSAAPPACQKIMTCADPGEIANG 

HRTASDAGFPVGSHVQYRCLPGYSLEGAAMLTC 

YSRDTGTPKWSDRVPKCALKYEPCLNPGVPENG 

YQTLYBLHHYQAGESLRFFCYEGFELIGEVTITCV 

PGHPSQWTSQPPLCKVTQTTDPSRQLEGGNLAL 

AILLPLGLVI^GSGVYIYYTKLQGKSLFGFSGSH 

SYSPITVESDFSNPLYEAGDTREYEVSI 


3739 


A 


734 


445 


LLEPEP AEE YTEQSEVEST/EGMILI* CCLYFAAFQ 
TNVSNIYFALQYVNRQrMAETQFTSGEKEQVDE 
WTVETVEVRVLCIAKLLSLS S VSNFYLY 


3740 


A 


2 


1578 


MAHYITFLCMVLVLLLQNSVLAEDGEVRSSCRT 

APTDLWILDGSYSVGPENFEIVKKWLVNITKNF 

DIGPKFIQVGWQYSDYPVLEIPLGSYDSGEHLTA 

AVESELYLGGNTKTGKAIQFALDYLFAKSSRFLT 

KIAWLTDGKSQDDVKDAAQAARDSKITLFAIG 

VGSETEDAELRAIANKPSSTYVFYVEDYIAISKIR 

EVMICQKLCEESVCPTRIPVAARDERGFDILLGLD 

VNKKVKKRIQLSPKKIKGYEVTSKVDLSELTSNV 

FPEGLPPSYVFVSTQRFKVKKIWDLWRILTIDG/* 

PQIAVTLNGVDKILLFTTTSVINGSQVVTFANPQV 

KTLFDEGWHQIRLLVTEQDVTLYIDDQQIENKPL 

HPVLGILINGQTQIGKYSGKEETVQFDVQKLRIY 

CDPEQNNRETACEIPGFCLNGPSDVGSTPAPCICP 

PGKPGLQGPKGDPGLPGNPGYPGQPGQDGKPVS 

TESLVISGISGITGYQGIAGTPGVPGSPGIQGARGL. 

PGYKGEPGRDGDK 


3741 


A 


5048 


1236 


MSAPAGSSHPAASARJDPPKFGGSAVSGAAAPAGP 

GAGPAPHQQNGPAQNQMQVPSGYGLHHQNYIA 

PSGHYSQGPGKMTSLPLDTQCGDYYSALYTVPT 

QNVIPNTVNQQPGAQQLYSRGPPAPHIVGSTLGS 

FQGAASSASHLHTSASQPYSSFVNHYNSPAMYS 

ASSSVASQGFPSTCGHYAMSTVSNAAYPSVSYPS 

LPAGDTYGQMFTSQNAPTVRPVKDNSFSGQNTA 

ISHPSPLPPLPSQQHHQQQSLSGYSTLTWSSPGLP 

STQDNLIRNHTGSLAVANb^TITVADSLSCPVM 

QNVQPPKSSPWSTVLSGSSGSSSTRTPPTANHPV 

EPVTSVTQPSELLQQKGVQYGEYVNNQASSAPT 

PLSSTSDDEEEEEEDEEAGVDSSSTTSSASPMPNS 

YDALEGGSYPDMLSSSASSPAPDPAPEPDPASAP 

APASAPAPWPQPSKMAKPLAMAIQHFSLVIRML 

QHHLFLEYSPSNPVYSGFQQYPQQYPGVNQLSSS 
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curt in 
NO: 


lYlCUIOtl 


JrrCaiCIcO 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


r rcuicico cuti 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


/\ 111 111 U HCIU SC(JUCU(-C ^A^nlUUlUC ^•"~v,jfDlClIICj i^ASp&rUC ACIQ| 

E=Glutamic Acid, ^Phenylalanine, G^Glycine, H-Histidine, 
Msoleucine, K=Lysine, L=Leucine» M»MetbionIoe, 
N-Asparagine, P=ProIine, Q=Glutamine, R=Argin!ne, S=Serine, . 
T=Threonine, V»Valine, W-Tryptophan, Y^iyroslne, 
X=Unknown, *~Stop codon, possible nucleotide deletion, 
V=possible nucleotide insertion 










IGGLSLQSSPQPESLRPVNLTQER]OT.PMTPVWAP 

VPNLNADLKKLNCSPDSFRCTLTN1PQTQALLNK 

AKLPLGLLLHPFRDLTQLPVTTSNTIVRCRSCRTYI 

NPWSFIIX5RR*KCNLCYRVNDVPEEFMYNPLT 

RSYGEPHKRPEVQNS\TVEFIASSDYMLRPPQPAV 

YLFVLDVSHNAVEAGYLTI/LWCQSLLE\NLDKLP 

G\DSRT\RIGFMTFD\STYSFLQFTQEGLSQPQMLI 

VSDIDDVFLPTPDSLLVNLYESKELDCDLLNALPN 

MFTNTRETHSALGPALQAAFKLMSPTGGRVSVF 

QTQLPSLGAGLLQSREDPNQRSSTKWQHLGPAT 

DFYKKLALDCSGQQTAVDLFLLSSQYSDLASLA 

CMSKYSAGCIYYYPSFHYTHNPSQAEKLQKDLK 

RYLTRJKJGFEAVMRmCTKGLSMHTFHGNFFVRS 

TDLLSLANINPDAGFAVQLSIEESLTDTSLVCFQT 

ALLYTSSKGERRIRVHTLCLPWSSLSDVYAGVD 

VQAAICLLANMAVDRSVSSSLSDARDALVNAW 

DSLSAYGSTVSNLQHSALMAPSSLKLFPLYVLAL 

LKQKAFRTGTSTRLDDRVYAMCQIKSQPLVHLM 

KMIHPNLYRIDRLTDEGAVHVNDRIVPQPPLQKL 

SAEKLTREGAFLMDCGSVFYIWVGKGCDNNFIE 

DVLGYTNFASIPQKMTHLPELDTLSSERARSFIT 

WLRDSRPLSPILHTVKDESPAKAEFFQHLIEDRTE 

AAFSYYEFLLHVQQQICK 


3742 


A 


934 


68 


SMLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQE 

AAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHP 

HPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 

SAQTVSGTRNKQD*RSTDGWPSPKTQTS*KHGK 

QVSSPSGLHVSNIPFR\FRDPDLRQMF\GQFGKILD 

VEIIFNERGSKGFGFVTFENSADADRAREK\LHGT 

VV\EGRKIVEVN\NATARVMTNKKTVNPYTNGWK 

LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSA 

PSTDFRGAKLHTSRPLLSGS 


3743 


A 


3 


1456 


QFQQAWMQNKVPIPAPNEVLNDRKEDIKLEEKK 

KTQAEIEQEMATLQYTNPQLLEQLBCIERLAQKQV 

EQIQPPPSSGTPLLGPQPFPGQGPMSQIPQGF/PTA 

PSISADA3STEHGS\KGPPGPQGQFRPPGPQGQMGP 

QGPPLHQGGGGPQGFMGPQGPQGPPQGLPRPQD 

MHGPQGMQRHPGPHGPLGPQGPPGPQGSSGPQG 

HMGPQGPPGPQGfflGPQGPPGPQGHLGPQGPPGT 

QGMQGPPGPRGMQGPPHPHGIQGGPGSQGIQGP 

VSQGPLMGLNPKGMQGPPGPRENQGPAPQGMI 

MGHPPQEMRGPHPPGGLLGHGPQEMRGPQEIRG 

MQGPPPQGSMLGPPQELRGPPGSQSQQGPPQGSL 

GPPPQGGMQGPPGPQGQQNPARGPHPSQGPIPFQ 

QQKTPLLGDGPRAPFNQEGQSTGPPPLEPGLGQQ 

GAQGRIPPLNPGQGPGPNKVS/ERGAPPRHEGRA 

PPRGRDGFPGPMKTLV 


3744 


A 


1571 


652 


PLTGRKCPGWIHSGSRRSPRIAEEVPGFPKRAEA 
SRQFSETADRLELLRRAVMAAARATTPADGEEP 

apeaealaaarerssrflsglelvkqgaearvfr 

grfqgrXavikhrfpkgyrhpalearlgrrrtv 

qearallrcrragisapvvffvdyasnclymeei 

egsvtvrd\ifsplwrlicktpqglsnlaktigqvl 

armhdedlfflgdlttsnmllkppleqlnivlidf 

glsfj s alpedkg vdl yvijekaflsthpntetvfe 
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SEQDD 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A= Ala nine OCysteine, D=>Aspartic Add, 
E=Glutamic Add, F=PhenylaIanlne, OGlycine, H=ffistidine, 
I=Isoleucine, K=Lysine } I>Leudne, M-Methionine, 
N=Asparaginc t ^Proline, Q=GIutamine, R=Arginine, S=Serine, 
•^Threonine, V=Valine, W=Tryptophan, Y«Tyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










AFIJCSYSTSSKKARPVLKK1JDEVRLRGKKRSMV 
G 


3745 


A 


127 


1433 


GSHRFSIASPLDPEVGPYCX)TPTMRTLFNLLWLA 

I^CSPVHTTLSKSDAKKAASKTLLEKSQFSDKPV 

QDRGLVVTDLKAESWLEHRSYCSAKARDRHFA 

GDVLGYVTPWNSHGYDVTKVFGSKFTQISPVWL 

QLKRRGREMFEVTGLHDVDQGWMRAVRKHAK 

GL\P*CLGSCLRTGLTM1SG/YVLDSEDEIEELSKT 

WQVAKNQHFDGFVVEVWNQLLSQKRVGLIHM 

LTHIAEALHQARLLALLVPPAITPGTDQ 

HKEFEQLAPVLDGFSLMTYDYSTAHQPGPNAPL 

SWVRACVQVLDPKSKWRSK1LLGLNFYGMDYA 

TSKDAREPVVGARYIQTLKDHRPRMVWDSQVSE 

HFFEYKKSRSGRHVVFYPTLKSLQVRLELARELG 

VGVSIWELGQGLDYFYDLL*VGIAASAVDVFFSK 

PWSE 


3746 


A 


1 


898 


IDRAAECRTKPLPMAVSmGNADSWACXVLMVL 

YLIKKRLVACAAWYGFAVHMK1YPETY1LPITL 

HLLPDRDNDKSLRQFRYTFQACL*ELLKRLCNRT 

ALMFVAVAGLTFFALSFGFYYEYGWEFLEHTYF 

YHLTRRDIRHNFSPYFYMLYLTAESKWSFSLGIA 

AFLPQLILLSAVSFAYYRDLVFCWFLHTSIFVTFN 

KVCTSQYFLWYLCLU>LVMPLVRMPWKRAVVL 

LMLWFIGQAMWLAPAYVLEFQGKNTFLFIWLA 

GLFFLLINCSILIQnSHYKEEPLTERIKYD 


3747 


A 


1 


2325 


MVISFQGLVTFGDVAVDFSQEEWEWLNPIQRNL 

YRKVMLENYRNLASLGLCVSKPDVISSLEQGKEP 

WTVKRKMTRAWCPDIJKAVWKIKELPLKKDFCE 

GKLSQAVITERLTSYNLEYSLLGEHWDYDALFET 

QPGLVTIKNLAVDFRQQLHPAQKNFCKNGIWEN 

NSDLGSAGHCVAKPDLVSLLEQEKEPWMVKREL 

TGSLFSGQRSVHETQELFPKQDSYAEGVTDRTSN 

TKLDCSSFRENWDSDYVFGRKLAVGQETQFRQE 

PITHNKTLSKERERTYNKSGRWFYLDDSEEKVH 

NRDSIKNFQKSSWIKQTGIYAGKKLFXCNECKK 

TFTQSSSLTVHQRIHTGEKPYKCNECGKAFSDGS 

SFARHQRCHTGKKPYECffiCGKAFIQNTSLIRHW 

RYYHTGEKPFDCEDCGKAFSDfflGLNQHRRIHTG 

EKPYKCDVCHKSF\RYGSSLTVHQRIHTGEKPYE 

CDVCRKAFSHHASLT\Q\HQRVHSGEKPFKCKEC 

GKAFRQMHLASHLRIHTGEKPFECAECGKSFSIS 

SQLATHQRIHTGEKPYECKVCSKAFTQKAHLAQ 

iiv^K I H i CjbJKJr YbCKfaOOKAr o Li HLlCJJtiQR Vri 

TGEKPYKCMECGKAFGDNSSCTQHQRLHTGQRP 

YECIECGKAFKTKSSLICHRRSITrGEKPYECSVC 

GKAFSHRQSLSVHQRIHSGKKPYECKECRKTFIQI 

GHLNQHKRVHTGERSYNYKKSRKVFRQTAHLA 

HHQRIHTGESSTCPSLPSTSNPVDLFPKFLWNPSS 


3748 


A 


823 


1 


GGYTKSGYDSACKDFVPHDLEVQIPGRVFLVTG 

GNSGIGKATALEIAKRGGTVHLVCRDQAPAEDA 

RGEIIMVSGNQIOTLHIVDLSDPKKIWFVE^ 

EHKLHVL\VNNAGCMVNK^ 

CQYSGVCTFLTTRPDPLCWRKNTDPRVIIAVSSG 

GMLVQKLNNQ* SPVRKNTIWMGTMVYAQNKVS 
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seo n> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
io last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^Alsnine C =s Cysteine, D^Aspartic Acid* 
E=*Glutaroic Add, ^Phenylalanine, G-Glycinc, H=Histidine, 
I°Isoleucine, KHLysine, L=Leuclne, M»Methionine, 
N»Asparagine,P=Proline, Q»Glutamine, R-Arginine, $=Serlne, 
i^inreonine, v a valine, Yr^irypiopnan, jf°iyrosine, 
X=>Unknown, *«Stop codon, A=possible nucleotide deletion, 
^possible nucleotide insertion 










ERQQVVLT\ERWGPRAPG\IHFSSMHPGWA\DTPG 
VRQAMPGFHVQASGYRLRSEAQGADTMLWLAL 
SSARSRTAQRP 


3749 


A 


1939 


715 


GPLRLSQAT\RQRLSIPVMVLTII)PTRD\QCFGDR 

FSRLLLDEFLGYDDIL\MSSVKGLAENEENKGFLR 

NWSGEHYRFV\SMWMART^SYLAAFANHGQSF 

TLSVSHACCGYSHHQIFVFTVDLLQMLEMNMAIA 

FPAAPLLTVILALVGMEAIMSEFFNDTTTAFYIILI 

VWLADQYDAICCHTSTSKRHWLRFFYLYHFAFY 

AYHYRFNGQYSSLALWSWLFlQHSMiyFFHHYE 

LPAILQHVRIQ\EMLLQAPTLGPGTPTA\LPDDMN 

NNSGAPATAP\DSAGQPPALGPVSPGASGSPGPV 

AAAPSSLVAAAASVAAAAGGDLGWMAETAAIIT 

DASFLSGLSASLLERRPASPLGPAGGLPHAPQDS 

VPPSDSAASDTTPLGAAVGGPSPASMAPTEAPSE 

VGS 


3750 


A 


2 


844 


GLLEPFSKLLSFVIQNAVFTLAYLVELCGLCYRA 

FTKERDKFYLSRSWLELLQALKLKSPLPDTNLL 

LLVQF1CADAGTKLAESTILSKQMIASVPGCGTA 

AMEC^QYINEVLDFMVADMrTILTKLICSHMKTC 

SQPLHEDTFGGHLKVGLAQIAAMDISRGNHRDN 

KAVIRYLPWLYHPPSAMQQGPKEFIECVSHIRLL 

SWLLLGSLTHNAVC/LKWPPLPGLPIPLDAGSHV 

ADHLIVILIGFPEQSKTSVL\HMCSLFHAF\SLAQL 

WDSLLARQSGRW 


3751 


A • 


431 


2 


AFTRKCEETAFIVPQCEIIPTEAW CRRIPTGSSLER 
NPGVKEGCEFCPPKVEMFFKDDANHDPQWSRQ 
QLIAAKFGFAALGI/QTEVDIMSHAT* A VFEIPEKS 
RLVPQNCTPVDMKIEFG VH VTSKEILTD VIDNDS * 
RHSPS 


3752 


A 


131 


1278 


AWSGSGLLVLCINTASMPMISVLGKMFLWQREG 

PGGRWTCQTSRRVSSDPAWAVEWIELPRGLSLSS 

LGSARTLRGWSRSSRPSSVDSQDLPEVNVGDTV 

AMLPKSRRALTIQEIAALARSSLHGISQWKDHV 

TKPTAMAQGRVAHLIEWKGWSKPSDSPAALESA 

FSSYSDLSEGEQEARFAAGVAEQFAIAEAKLRA 

WSSVDGEDSTDDSYDEDFAGGMDTDMAGQLPL 

GPHLQDLFTGHRFSRPVRQGSVEPESDCSQTVSP 

DTLCSSLCSLEDGLLGSPARLAVPSCWAMSCFSPN 

CPPAGKVPSAAW/APLEAQDSLYNSPLTESCLSP 

AEEEPAPCKDCQPLCPPLTGSWERQRQASDLASS 

GWSLDEDEAEPEEQ 


3753 


A 


3 


1138 


YYSSVRQRVTCEEPRFRECAAALIEGSATEVYAG 

EWRADRRSGFGVSQRSNGLRYEGEWLGNRRHG 

YGRTTRPDGSREEGKYBCRNRLVHGGRVRSLLPL 

ALRRGKVKEKVDRAVEGARRAVSAARQRQEIA 

AARAADALLKAVAASSVAEKAVEAARMAKLIA 

QDLQPMLEAPGRRPRQDSEGSDTEPLDEDSPGV 

Y bNuLTPSEGSPELPaSr ASbKQr WRFPACRSPLP 

PGGDQGPFSSPKAWPEEWGGAGAQAEELAGYE 

AEDEAGMQGPGPRDGSPLLGGCSDSSGSLREEE 

GEDEEPLPPLRAPAGIEPEPIAMLVLRGSSSRGPD 

AGCLTEELGEPAATERPAQPGAANPLWGAVAL 

LDLSLAFLFSQLLT 


3754 


A 


2 


3338 


SSLLEKMTSSDKDFRFMATSDLMSELQKDSIQLD 
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NO: 


Mpthnri 

1T1CIUUU 


jrretuciea 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


IT rcuicieu cuii 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Amino acid sequence (A a Alanine C = Cystetne, D^Aspartic Acid, 
EXSlutamic Add, ^Phenylalanine, (^Glycine, H=£fctidine, 
I~Isoleucine, K=Lysine, L=Leucine, M=Methionine, 
N^Asparagine, P=ProIine t Q-Glutamine, R=Arginlne, S=Serine, 
^Threonine, V=>VaIine, W=Tryptophan, Y^Tyrosine, 
X=-Unknown, *=Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










EDSERKVVKMLLRLLEDKNGEVQNLAVKWLGV 

PLGAFHASLLHCLLPQLSSPRLAVRKRAVGALGH 

LATACSTDLFVELADHLLDRLPGPRVPTSPTAIRT 

LIQCLGSVGRQAGHRLGAHLDRLVPLVEDFCNL 

DDDELRESC1,QAFEAFLRKCPKEMGPHVPNVTS 

LCLQYIKHDPNYNYDSDEDEEQMETEDSEFSEQE 

SEDEYSDDDDMSWKVRRAAAKCIAALISSRPDL 

LPDFHCTLAPVLIRRFKEREENVKADVFTAY^^ 

LRQTRPPKGWLEAMEEPTQTGSNLHMLRGQVPL 

WKALQRQLKDRSVRARQGCFSLLTELAGVLPG 

SLAEHMPVLVSGHFSLADRSSSSTIRMDALAFLQ 

GLLGTEPAEAFHPHLPILLPPVMACVADSFYKIA 

AEALWLQELVRALWPLHRPRMLDPEPYVGEMS 

AVTLARLRATDLDQEVKERAISCMGHLVGHLGD 

RLGDDLEPTLLLLLDRLRNEITRLPAIKALTLVAV 

SPLQLDLQPILAEALHILASFLRKNQRALRLATLA 

ALDALAQSQGLSLPPSAVQAVLAELPALVNESD 

MHVAQLAVDFLATVTQAQPASLVEVSGPVLSEL 

LRLLRSPLLPAGVLAAAEGFLQALVGTRPPCVDY 

AKLISLLTAPVYEQAVDGGPGLHKQVFHSLARC 

VAALSAACPQVEAESTASRLVCDARSPHSSTGVK 

VLAFLSLAEVGQVAGPGHERELKAVLLEALGSPS 

EDVRAAASYALGRVGAGSLPDFLPFLLEQEEAEP 

RRQYLLLHSLKEALGAAQPDSLKPYAEDIWALL 

FQRCEGAEEGTRGWAECIGKLVLVNPSFLLPRL 

RKQLAAGRPHTRSTVTTAVKFLISDQPHPIDPLLK 

SFIAVHNKPSLVRDLLDDILPLLYQETKIRRDLIRE 

VEMGPFKHTVDDGLDVRKAAFECMYSLLESCLG 

QLDICEFLNHVEDGLKDHYDIRMLTFIMVARLAT 

LCPAPVLQRVDRLDEPLRATCTAKVKAGSVKQEF 

EKQDELKRSAMRAVAALLTEPEVGKSPIMADFSS 

QIRSNPELAALFESIQKDSTSAPSTDSMELS 


3755 


A 


2 


3338 


SSLLEKMTSSDKDFRFMATSDLMSELQKDSIQLD 

EDSERKWKMLLRLLEDKNGEVQNLAVKWLGV 

PLGAFHASLLHCLLPQLSSPRLAVRKRAVGALGH 

LATACSTDLFVELADHLLDRLPGPRVPTSPTAIRT 

LIQCLGSVGRQAGHRLGAHLDRLVPLVEDFCNL 

DDDELRESCLQAFEAFLRKCPKEMGPHVPNVTS 

LCLQYIKHDPNYNYDSDEDEEQMETEDSEFSEQE 

SEDEYSDDDDMSWKVRRAAAKCIAALISSRPDL 

LPDFHCTLAPVLIRRFKEREENVKADVFTAYIVL 

LRQTRPPKGWLEAMEEPTQTGSNLHMLRGQVPL 

VVKALQRQLKDRSVRARQGCFSLLTELAGVLPG 

SLAEHMPVLVSGIIFSLADRSSSSTIRMDALAFLQ 

GLLGTEPAEAFHPHLPILLPPVMACVADSFYK1A 

AEALWLQELVRALWPLHRPRMLDPEPYVGEMS 

AVTLARLRATDLDQEVKERAISCMGHLVGHLGD 

RLGDDLEPTLLLLLDRLRNEITRLPAEKALTLVAV 

SPLQLDLQPILAEALHELASFLRKNQRALRLATLA 

ALDALAQSQGLSLPPSAVQAVLAELPALVNESD 

MHVAQLAVDFLATVTQAQPASLVEVSGPVLSEL 

LRLLRSPLLPAGVLAAAEGFLQALVGTRPPCVDY 

AKLISLLTAPVYEQAVDGGPGLHKQVFHSLARC 

VAALSAACPQ\EAESTASRLVCDARSPHSSTGVK 

VLAFLSLAEVGQVAGPGHERELKAVLLEALGSPS 
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01/57190 



PCT/US01/04098 



NO: 


\rt a # 1* *4 

irlCluOQ 


rreaictea 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


.Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine C=Cysteine, D=Aspartic Acid, 
&=Glutamlc Acid, F«PbenylaJanlne, G=Glycine, H^Histidine, 
I=Isoleucme, KpLysJne, LHLeucine, M s Methionlne, 
N-Asparagine, P-Proiine, Q=Glutaraine, R=Arginine, S=Serine, 
Threonine, V=Vailne, W^Tryptophan, Y-Tyrosine, 
X^Unknowo, *=Stop codon, possible nucleotide deletion, 
V=possibie nucleotide insertion 










EDVRAAASYALGRVGAGSLPDFLPFLLEQIEAEP 

RRQYLLLHSLKEALGAAQPDSLKPYAEDIWALL 

FQRCEGAEEGTRGWAECIGKLVLVNPSFLLPRL 

RKQUUGRPHTRSTVITAVKFLISDQPHPIDPLLK 

SITAVHNKPSLVRDLLDDILPIXYQETKIRRDLIRE 

VEMGPFKHTXODDGLDVRKAAJFECMYSLLESCLG 

QLDICEFLNHVEDGLKDHYDIRMLTFIMVARLAT 

LCPAPVLQRVDRLIEPLRATCTAKVKAGSVKQEF 

EKQDELKRSAMRAVAALLTEPEVGKSPIMADFSS 

QIRSNPELAALFESIQKDSTSAPSTDSMELS 


3756 


A 


112 


1361 


SLEEQQGRHPSFAPKCASQILGRIMITLITEQLQK 

QTLDELKCTRFSISLPLPDHADISNCGNSFQLVSE 

GASWRGLPHCSCAEFQ/DQPQLQLPSLRPEPAPQ 

TOHRGNSPKEQPFSQVLRPEPPDPEKLPVPPAPPS 

KRHCRSLSWVDLSRWQPVWRPAPSKLWTPIKH 

RGSGGGGGPQVPHQSPPKRVSSUSVPPSSQCLFS 

MCPSSH1LQPSFLQPGPGP\DSSRPCAASPQSGSW 

ESDAESLSPCPPQRRFSLSPSLGPQASRFLPSARSS 

PASSPELPWRPRGLRNLPRSRSQPCDLDARKTGV 

KRRHEEDPRRLRPSLDFDKMNQKPYSGGLCLQE 

TAREGSSISPPWFMACSPPPLSASCSPTGGSSQVL 

SESEEEEEGAVRWGRQALSKRTLCQKDFGDLDL 

NLffiEN 


3757 


A 


413 


1 


PKPMLQQDFT/SLPDQGLDHIAE/NSYFDARSLCA 
AELVCKEWQQVTSE*MLWKKLffiRMVHAYPLW 
KGLSEKVW/DQHLFKNRPTDGPPNSFHRSLYPKH 
QV 1E11ESNWQCG*HTLQRIQCHSEKSKG VYCLQ 
YDDEK 


3758 


A 


2 


613 


FVSGSPWRMDGSTERLEARRPAGRLPWSSRQEM 

TRRPSLMAGRQHGWSAQQSATVANPVPGANPD 

LLPHFLGEPEDVYIVKNKPVLLVCKAVPATQIFF 

KCNGEWVRQVDHVIERSTDGSSGLPTMEVRDW 

SRQQVEKVFGLEEYWCQCVAWSSSGTTKSQKA 

YIRMYLRKNFEQEPLAKEVSLEQGIVLPCRPPEGI 

PPAE 


3759 


A 


1 


561 


ADDTLHLWNLRQKRPAILHSLKFCRERVTFCHLP 

FQSKWLYVGTERGMHIVNVESFTLSGYVIMWN 

KAIELSSKSHPGPWfflSDNPMDEGKLLIGFESGT 

WLWDLKSKKADYRYTYDEAIHSVAWHHEGKQ 

FICSHSDGTLTIWNVRSPAKPVQTITPHGKQLKD 

GKKPEPCKPILKVEFXTTR 


3760 


A 


1 


824 


LPACRCGCVAGCPSNHGICRCLRASERQVCVMH 

LKHLRTLLSPQDGAAKVTCMAWSQNNAKFAVC 

TVDRVVLLYDEHGERRDKFSTKPADMKYGRKS 

YMVKGMAFSPDSTKIAIGQTDNHYVYKIGEDWG 

DKKVICNKFIQTVKFRPVPGTLG*TNIYQYIYL*IQ 

PGVAFLTSECDFSYCKDGASWLFMV1CCLP*SPA 

VSFPIGDnSAVTCLQWPAEYHVFGLAEGKVRLS 

NTKTNKSSTIYGTESYVVSLTTNCSGKGILSGHA 

DGYQR 


3761 


A 


2253 


320 


PVIQRCSQPYGFSLLISFFLKCVSETSQQPPSRKVF 
QLLPSFPTLTRSKSHESQLGNRIDDVSSMRFDLSH 
GSPQMVRIO^IGLSVTHRFSTKSWLSQVCHVCQK 
SMIFGVKCKHCRLKCHNKCTKEAPACRISFLPLT 
RLRRTESWSDINNPVDRAAEPHFGTLPKALTKK 
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NO: 


ITXC III UU 


* r euicreu 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


rrcuicieu chq 

nucleotide 

iocation 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Amino acju sequence ^A^Aiuniue c^v-y scei n c t U^AspnrtlC AClU) 
E=Glutamic Add. ^Phenylalanine, G=Glycine, H«Histidine, 
I«Isoleodse, K=Lysine, L»Leudne, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R^Arglnine, S=Serine, 
T^Threonlne, V=»VaIine, W^Tryptophan, Y^rosine, 
X«Unknown, *=Stop codon, /=possible nucleotide deletion, 
^possible nucleotide insertion 










EHPPAMNHLDSSSNPSSTTFSTPSSPAPFPTSSNPS 

SATTPP\NPSP\GQR\DSRFOTPSC/AYFIH1^ 

FPDISAFAHAAPLPEAADGTRLDDQPKLADVLEAH 

EAEAEEPEAGKSEAEDDEDEVDDLPSSRRPWRG 

PISRKASQTSVYLQEWDIPFEQVELGEPIGQGRW 

GRVHRGRWHGEVAIRIXEIVIDG1WQDHLKLFKK 

EVMhmiQTRHENVVLl^GACMNPPHLAm 

KGRTLHSFVRDPKTSLDINKTRQIAQEHKGMGYL 

HAKGIVHKDLKSRNVFYDNGXKWITDFGLRGIS 

GVW\EGRRENQLKLSHDWLCY1APEIVREMTPG 

KDEDQLPFSKAADVYAFGTVWYELQARDWPLK 

NQAAEASIWQIGSGEGMKRVLTSVSLGKEVSEN 

LSACWAFDLQERPS\FSLLMDMLEKLPKLNRRLS 

HPGHF*KSADINSSKWPRFERFGLGVLESSNPK 

M 


3762 


A 


2 


1578 


MAHYITFLCMVLVLLLQNSVLAEDGEVRSSCRT 

APTDLWIXDGSYSVGPENFEIVKKWL^ 

DIGPKFIQVGWQYSDYPVLEIPLGSYDSGEHLTA 

AVESILYLGGNTKTGKAIQFALDYLFAKSSRFLT 

KJAVVLTDGKSQDDVKDAAQAARDSKTTLFAIG 

VGSETEDAELRAIANKPSSTYVFYVEDYIAISKIR 

EVMKQKLCEESVCPTR1PVAARDERGFDILLGLD 

VNKKVKKRIQLSPKKIKGYEVTSKVDLSELTSNV 

FPEGLPPSYVFVSTQl^KVKKIWDLWRILTIDG/* 

PQIAVTLNGVDKILLFTTTSVINGSQVVTFANPQV 

KTLFDEGWHQIRLLVTEQDVTLYIDDQQEENKPL 

OTVLGILINGQTQIGKYSGI^ETVQFDVQKLRIY 

CDPEQNNRETACEIPGFCLNGPSDVGSTPAPCICP 

PGKPGLQGPKGDPGLPGNPGYPGQPGQDGKPVS 

TESLVISGISGITGYQGIAGTPGVPGSPGIQGARGL 

PGYKGEPGRDGDK 


3763 


A 


3 


1267 


CKVWRNPLNLFRGAEYNRYTWVTGREPLTYYD 

MNLSAQDHQTFFTCDSDHLRPADAIMQKAWRE 

ROTQARISAAHEALEINECATAYILLAEEEATTIA 

EAEKLFKQALKAGDGCYRRSQQLQHHGSQYEA 

QHSVLYLPLQ\TRHQCLGVHQKKASNVCQKTRE 

DQGSSENDERFNEGVPPSEYVQYP*KPF\KALLEL 

QAYADVQAVLAKYDDISLPKSAHCYTAALLKA 

RA VSDKFSPE AA SRRGLSTAEMNAVE AIHRA VEF 

NPHVPKYLLEMKSLBLPPEHILKRGDSEA1AYAFF 

HLAHWKRVEGALNLLHCTWEGTFRMIPYPLEKG 

HLFYPYPICTETADRELLPSFHEVSVYPKKELPFFI 

LFTAGLCSFTAMLALLTHQFPELMGVFAKAVSV 

CLEGGLGEWMGKAKGIKAA 


3764 


A 


25 


1032 


RSADGLCGNKX^l^RGNEFTRNQQAAQEVVlvfPK 

KKMKKKKYVNSGTVTLLSFAVESECTFLDYIKG 

GTQINFTVAIDFTASNGNPSQSTSLHYMSPYQLN 

AYALALTAVGEnQHVDSDKMFPALGFGAKLPPD 

GRVSHEFPLNGNQENPSCCGIDG1LEAYHRSLRT 

VQLYGPTNFAPVVTHVARNAAAVQDGSQYSVL 

LHTDGVISDMAQTKEAIVN G\SKLPMS11IVGVGQ 

AEFNAMVELDGDDVRISSRGKLAERDIVQFVPFR 

DYVDRTGNHVLSMARLARDVLAEIPDQLVSYM 

KAQGIRPRSPPAAPTHSPSQSPARTPPACPLHTHI 


3765 


A 


172 


3456 


LGMMDSPKIGNGLPVIGPGTDIGISSLHMVGYLG 
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11/ 

NO: 




rrcQlCieu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Dn(tt»+afl Anil 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 

sequence 


Amino acid sequence (A*»Alanine 0=Cysteine> D^Aspartic Acid, 
E=G)utaraic Add, ^Phenylalanine, G=Glydne, H=Histidine, 
I=Isoleudne, KpLysine, L=Leucine, M^Methionine, 
N=Asparagine, P=Proiine, Q=Glutaraine, R-Arginine, S=Serine, 
T^Threonlne, V»Valine, W=>Tryptophan t Y^Tyrosine, 
X=Unknown, **=$top codon, A=possibIe nucleotide deletion, 
\=possible nocleotide insertion 










K>TOSAKVPSDEYCPACKEKGKLKALKTYRISFQ 

ESIFLCEDLQCIYPLGSKSLNNLISPDLEECHTPHK 

PQKRKSLESSYKDSLLLANSKKTRNYIAIDGGKV 

LNSKHNGEVYDETSSNLPDSSGQQNPIRTADSLE 

RNEILEADTVDMATTKDPATVDVSGTGRPSPQN 

EGCTSKLEMPLESKCTSFPQALCVQWKNAYALC 

mDCE.SALVHSEELKNTVTGLCSKEESIFWRLL 

TKYNQANTLLYTSQI^GVKIXjDCKKLTSEIFAEI 

etclnevrdeifislqpqlrctlgdmespvfafpl 

llklethieklflysfswdfecsqcghqyqnrh 

mkslvtftnvipewhplnaahfgpcnncnsksqi 

rkmvlekvspifmlhfveglpqndlqhyafhfe 

gclyqitsviqyrannhfitwildadgswlecdd 

lkgpcserhkkfevpaseihiviwerkisqvtdke 

aaclplkktndqhalsnekpvsltscsvgdaas 

aetasvthpkdisvaprtlsqdtavthgdhllsg 

pkglvdnilpltleetiqktasvsqlnseafl\len 

kpvaentgilktntllsqeslmassvsapcnekli 

qdqfvdisfpsqvvntnmqsvqlntedtvn'ixs 

vnntdatgliqgvksveiekdaqlkqfltpkteq 

lkpervtsqvsnijkkkettadsqtttskslqnqs 

lkenqkkpfvgswvkglisrgasfmplcvsahn 

rntitolqpsvkgvnotggfktkginqkashvsk 

karksaskpppiskppagppssngtaahphahaa 

sevleksgstscgaqlnhssygngissanhedlv 

egqihklrlklrkklkaekkklaalmsspqsrt 

vrsenleqvpqdgspndceseedllnelpypidia 

nesacttvpgvslyssqtheeilaellsptpvste 

lsengegdfrylgmgdshipppvpsefndvsqnt 

hlrqdhnycsptkpcnpcevqpdsltnnacvrtl 

nlespmktdifdeffsssalnalandtldlphfde 

YLFENY 


3766 


A 


3 


1622 


AQQIVYRNVMLENYKNLVSLGYQLTKPDV1LRL 

EKGEEP WLVEREIHQETHPDSETAFEIKSS VS SRSI 

FKDKQSCDIKMEGMARNDLWYLSLEEVWKCRD 

QLDKYQENPERHLRQVAFTQKKVLTQERVSESG 

KYGGNCLLPAQLVLREYFHKRDSHTKSLKHDLV 

LNGHQDSCASNSNECGQTFCQNIHLIQFARTHTG 

DKSYKCPDNDNSLTHGSSLGISKGIHREBCPYECK 

ECGKFFSWRSNLTRHQL1HTGEKPYECKECGKSF 

SRSSHLIGHQKTHTGEEPYECKECGKSFSWFSHL 

VTHQRTHTGDKLYTCNQCGKSFA^HSSRLIRHQR 

THTGEKPYECPECGKSFRQSTHLILHQRTFIVRVR 

PYECNECGKSYSQRSHLWHHRIHTGLKPFECKD 

CGKCFSRSSHLYSHQRTHTGEKPYECHDCGKSFS 

QSSALIVHQRIHTGEKPYECCQCGKAFIRKNDLIK 

HQRHVGEETYKCNQCGIIFSQNSPFIVHQIAHTG 

EQFLTCNQCGTALVNTSNLIGYQTNHIRENAY 


3767 


A 


3 


1622 


AQQrVYRl^MLENYKNLVSLGYQLTKPDVILRL 

EKGEEPWLVEREIHQETHPDSETAFEKSSVSSRSI 

FKDKQSCDIKMEGMARNDLWYLSLEEVWKCRD 

QLDKYQENPERHLRQVAFTQKKVLTQERVSESG 

KYGGNCLLPAQLVLREYFHKRDSHTICSLKHDLV 

LNGHQDSCASNSNECGQTFCQNIHLIQFARTHTG 

DKSYKCPDNDNSLTHGSSLGISKGIHREKPYECK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue or 
peptide 
sequence 


Amino add sequence (A»Alanine C=Cysteine* D=Aspartic Acid, 
E«Glutamic Acid, ^Phenylalanine, G=Glycine, H»Hlstldine, 
I^Isoleucine, K«Lysine, IHLeucine, M atB Methionine, 
N»Asparagine, P*=Proline, Q=Glutamine, R=Arginine, S=5erine, 
TKThreonine, V«Vallne, W=Tryptopban, Y=Tyrosine, 
X=Unknown, *?£top codon, ^possible nucleotide deletion, 
\=possible nucleotide insertion 










ECGKFFSWRSNLTRHQLIHTGEKPYECKECGKSF 

SRSSHLIGHQKTHTGEEPYECKECGKSFSWFSHL 

V 1 iiCJK lii 1 ODKL x 1 CNQCGKSF/VHSSRLIRHQR 

THTGEKPYECPECGKSFRQSTHLELHQRTHVRVR 

PYECNECGKSYSQRSHLVVHHRJHTGLJCPFECKD 

CGKCFSRSSHLYSHQRTHTGEKPYECHDCGKSFS 

QSSALIVHQRIHTGEKPYECCQCGKAFIRKNDLIK 

HQRIrlVGEETYKCNQCGIIFSQNSPFIVHQIAHTG 

EQFLTCNQCGTALVNTSNLIGYQTNHIRENAY 


3768 


A 


185 


2258 


SinKMSRKISKESKKYhnSSSLESEDISLETTVPTD 

DISSSEEREGKVRITRQLIERKELLHNIQLLK1ELS 

QKTMMIDNLKVDYLTKIEELEEKLNDALHQKQL 

LTLRLDNQLAFQQKDASKYQELMKQEMETILLR 

QKQLEETNLQLREKAGDVRRSLRDFELTEEQYIK 

LKAFPEDQLSIPEYVSVRFYELVNPLRKEICELQV 

KKNIlJ^ELSTNKNQLKQLTETYEEDRKNYSEV 

QIRCQRLALELADTKQLIQQGDYRQENYDKVKS 

ERDALEQEVffiLRRKHEILEASHMIQTKERSELSK 

EVVTLEQTVTLLQKDKEYLNRQNMELSVRCAHE 

EDRLERLQAQLEESKKAREEMYEKYVASRDHY 

KTEYENKLHDELEQIRLKTNQEIDQLRNASREMY 

ERENRNLREARDNAVAEKERAVMAEKDALEKH 

DQLLDRYRE\LQ\LSTESKVTEFLHQSKLKSFESE 

RVQLLQEETAR^TQCQLECEKYQKKLEVLT^ 

FYSLQASSEKRITELQAQNSEHQARLDIYEKLEK 

ELDEHMQTAEIENEDEAERVLFSYGYGANVPTT 

AKRRLKQSVHLARRVLQLEKQNSLI/LKRSGTSK 

GPSNTAFTRSLTEANSLLNQTQQPYRYLIESVRQ 

RDSKIDSLTESIAQL/ERKDVSNLNKEKSALLQTN 

GDCMAL\DL\DQLLNHP 


3769 


A 


3 


2297 


DAAEFRVVADAMKVIGFKPEEIQTVYKILAAILH 

LGNLKFVVDGDTPLIENGKVVSnAELLSTKTDM 

VEKALLYRTVATGRDHDKQHTEQEASYGRDAF 

AKAIYERLFCWIVTRIOTimVKNYDTTmGKNTV 

IGVLDIYGFEIFDNNSFEQFCINYCNEKLQQLFIQL 

VLKQEQEEYQREGIPWKHIDYFNNQITVDLVEQQ 

HKGIIAILDDACMNVGKVTDEMFLEALNSKLGK 

HAHFSSRKLCASDKILEFDRDFRIRHYAGDWYS 

VIGFIDKNKDTLFQDFKRLMYNSSNPVLKNMWP 

EGKLSITEVTKRPLTAATLFKNSMIALVDNLASK 

EPYYVRCIB[PNDKKSPQFDDERCRHQVEYLGLL 

ENVRVRRAGFAFRQTYEKFLHRYKMISEFTWPN 

HDLPSDKEAVKKLffiRCGFQDDVAYGKTKIFIRT 

PRTLFTLEELRAQMLIRIVLFLQKVWRGTLARMR 

YKRTKAALTHRYYRRYKVKSYIHEVARRFHGVK 

TMRDYGKHVKWPSPPKVLRRFEEALQTEFNRWR 

GLQRAWEGNYLASKPDTPQTSGTFVPVANELKR 

LYKMDPTKQYKVMKTEPLYNLTGLSVSNGICDQL 
VVraTKDNKDLWCLFSKQPTffiESRIGELVVGVLV 
NHFKSEBGIHLQV^ 
TRLNQPQPDFTKNRSGFILSVPGN 


3770 


A 


3 


6276 


HKVAAPDVVVPTLDTVRHEALLYTWLAEHKPL 
VLCGPPGSGKTMTLFSALRALPDMEVVGLNFSS 
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cert TTt 

NO: 


Method 


Predicted 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


PrpHfrtpfl end 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 

sequence 


Aminn nrld sentienoe i AcsAlnninp fsfVetoine r> — < a cnnt-+!r> A*iH 

AIIIIIIU UvlU 9CIJUCUI-C ^r*. /*1»H111C \_. V^J alClllCj EJ^tXSyaTVX AC1Q) 

E=Glutamic Add, ^Phenylalanine, G=GIydne, H=Histidine, 
I s Isoleudne, K s Lysine, L=Leucine, M=Methionine, 
N«=Asparagine, PNProUne, Q=Glu tannine, R«Arginine, S=Serine, 
T«Threonlne, V-Valine, W~Tryptophan, Y=Tyrosine, 
X=Unknown, *=Stop codon, /^possible nudeotide deletion, 
^possible nudeotide insertion 










ATTPELLLKTFDHYCEYRRTPNGVVLAPVQLGK 

WLVLFCDEINLPDMDKYGTQRVISFIRQMVEHG 

GFYRTSDQTWVKLERIQFVGACNPPTDPGRKPLS 

HRFLRHVPVVYVDYPGPASLTQIYGTFNRAMLR 

LPSLRTYAEPLTAAMVEFYTMSQERFTQDTQPH 

YIYSPREMTRWVRGIFEAIJIPLETLPVEGLIRIWA 

HEALRLFQDRLVEDEERRWTDENIDTVALKHFP 

NIDREKAMSRPILYSNWLSKDYIPVDQEELRDYV 

KARLKWYEEELDWLVIJ^NEVIJDHVLRJDRIFR 

QPQGHLLIJGVSGAGKTTLSRFVAWMNGLSVYQ 

IKVHRKYTGEDFDEDLRTVLRRSGCKNEKIAFIM 

DESNVLDSGFLERMNTLLANGEVPGLFEGDEYA 

TLMTQCKEGAQKEGLMLDSHEELYKWFTSQVIR 

NLHVVFTMNPSSEGLKDRAATSPALFNRCVLNW 

FGDWSTEALYQVGKEFTSKMDLEKPNYIVPDYM 

PWYDKLPQPPSHREAIVNSCVFVHQTLHQANA 

RLAKRGGRTMAITPRHYLDFINHYA>JLFHEKRSE 

LEEQQMHLNVGLRKIKETVDQVEELRRDLRIKS 

QELEVKNAAANDKLKKMVKDQQEAEKKKVMS 

QEIQEQLHKQQEVIADKQMSVKEDLDKVEPAVI 

EAQNAVKSIKKQHLVEVRSMANPPAAVKLALES 

ICLLLGESTTDWKQIRSIIMRENFIFnVNFSAEEIS 

DAIREKMKK^^YMSNPSY^^reIVNRASlACGP^^V 

KWAIAQLNYADMLKRVEPLRNELQKLEDDAKD 

NQQKANEVEQMERDLEASIARYKEEYAVLISEAQ 

AIKADLAAVEAKVNRSTALLKSLSAERERWEKT 

SETFKNQMSTIAGDCLLSAAFIAYAGYFDQQMR 

QNLFTTWSHHLQQANIQFRTDIARTEYLSNADER 

LRWQASSLPADDLCTENAIMLKRFNRYPLIIDPS 

GQATEFMNEYKDRKITRTSFLDDAFRKNLESAL 

RFGNPLLVQDVESYDPVLNPVLNREVRRTGGRV 

LITLGDQDIDLSPSFVIFLSTRDPTVEFPPDLCSRV 

TFVNFTVTRSSLQSQCLNEVLKAERPDVDEKRSD 

LLKLQGEFQLRLRQLEKSLLQALNEVKGRILDDD 

TOTTLENLKREAAEVTRKVEETDIVMQEVETVS 

QQYLPLSTACSSIYFTMESLKQIHFLYQYSLQFFL 

DIYHNVLYENPNLKGVTDHTQRLSUTKDLFQVA 

FNRVARGMLHQDHITFAMLLARIKLKGTVGEPT 

YDAEFQHFLRGNEIVLSAGSTPRIQGLTVEQAEA 

WRLSCLPAFKDLIAKVQADEQFGIWLDSSSPEQ 

TVPYLWSEETPATPIGQAIHRLLLIQAFRPDRLLA 

MAHMFVSTNLGESFMSIMEQPLDLTQIVGTEVKP 

NTPVLMCSVPGYDASGHVEDLAAEQNTQITSIAI 

GSAEGFNQADKAINTAVKSGRWVMLKNVHLAP 

GWLMQLEKKLHSLQPHACFRLFLTMEINPKVPV 

NLLRAGRIFWEPPPGVKANMLRTFSSIPVSR1CK 

SPNERARLYFLLAWFHAUQERLRYAPLGWSKKY 

EFGESDLRSACDTVDTWLDDTAKGRQNISPDKIP 

WSALKTLMAQSIYGGRVDNEFDQRLLNTFLERL 

FTTRSFDSEFBCLACKVDGHKDIQMPDGIRREEFV 

QWVELLPDTQTPSWLGLPNNAERVLLTTQGVD 

MISKMLKMQMLEDEDDLAYAETEKKTRTOSTS 

DGRPVAWMRTLHTTASNWLHLIPQTLSHLKRTVE 

NIKDPLFRFFE\REVKMGAKLLQ\DVRQDLADV\V 

QVCEGKKKQTNYLRTLI\NELV\KGILP\RSWSHY 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sentience fA^AIflnlne C=Cvsteinfc. DsAsmirfir Arid 
E=Glutamic Add, F=PhenyIaianlne t G^Glydne, H=Hlstidine, 
I=Isoleudne, K«=Lysine, L=Leudne, M=Metnionlne, 
N»Asparagine> P=Proline, Q=Glutamine, R=>Arginjne, S=Serine, 
T»Threouine, V=VaIine, W=*Tryptophan, Y^Tyrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










TVPAG\MTVIQWGVPISARRI\KQLQNISL\AAASG 

GAKELKNIHVCLGGLFVPEAYITATRQYVAQAN 

SWSLEELCLEVNVTTSQGATLDACSFGVTGLKL 

QGATCMWKLSLSNAISTALPLTQLRWVKQTNT 

EKKASWTLPVYLNFTRADLIFIVDFEIATKEDPR 

SFYERGVAVLCTE 


3771 


A 


1 


2043 


LPLLHAGFNRRFMENSSIIACYNELIQIEHGEVRS 

QFKLRACNSVFTALDHCHEAIErrSDDHVIQYVN 

PAFERMMGYHKGELLGKELADLPKSDKNRADL 

UDTINTCIKKGKEWQGVYYARRKSGDSIQQHVKI 

TPVIGQGGKIRHFVSLKKLCCTTDNNKQIHKIHR 

DSGDNSQTEPHSFRYKNRRKESIDVKSISSRGSDA 

PSLQNRRYPSMARIHSMTIEAPITKVINIINAAQEN 

SPVTVAEALDRVLEILRTTELYSPQLGTKDEDPH 

TSDLVGGLMTDGLRRLSGNEYVFTKNVHQSHSH 

LAMPITINDVPPCISQLLDNEESWDFNIFELEAITH 

KRPLVYLGLKVFSRFGVCEFLNCSETTLRAWFQ 

VIEANYHSSNAYHNSTHAADVLHATAFFLGKER 

VKGSLDQLDEVAALIAATVHDVDHPGRTNSFL\C 

NAGSELAVLYNDTVAV\LESHHTALAFQ\LTVKDT 

K\CNIFKNID/RGNHYRTLRQAnDMVI^TEMTKH 

FEHVNKFVTNSINKPMAAEIEGSDCECNPAGKNFP 

ENQILnORMMIKCADVANPCRPLDLCIEWAGRIS 

EEYFAQTDEEKRQGLPWMPVFDRNTCSIPKSQI 

SFIDYFITDMFDAWDAFAHLPALMQHLADNYKH 

WKTLDDLKCKSLRLPSDRLKPSHRGGLLTDKGH 

CESQ 


3772 


A 


1013 


50 


TLVHADGFPSLHITETCLAYREKRIGIDLVHDTVE 

HELIKEAEHQGIMALLTRTLEEASEQIRMNRSAK 

YNLEKDLKDKPVALTHDDICFSLNNNSPNIRYSEN 

AVREPNSVSLEDWLDFSSTNVEKADKQRNNSL 

MLKALVDVRILSQTANYLRKQCDVVHTAFKNGL 

KDTKDARDQLADHLAKWMEEIASQEKNITALEK 

AILDQEGPAKVAHTRLETRTHRPNVELCRDVAQ 

YRLMKEVQEITHNVARLKETLA\QAQAELKGLH 

RRQLALQEEIQVKENTIYIDEVLCMQMRKSIPLR 

DGEDHGVWAGGLRPDAVC 


3773 


A 


1 


955 


AAARESERQLRLRLCVLNEILGTERDYVGTLRFL 

QSAFLHRIRQNVADSVEKGLTEENVKVLFSNIEDI 

LEVHKDFLAALEYCLHPEPQSQHELGNVFLKFK 

DCTCVYEEYCSNHEKALRLLVELNKIPTVRAFLL 

SCMLLGGRKTTDIPLEGYL\LSPIQRICKYPLLLKE 

lAKRTTGKHPDHPAVQVSALQAMKTVCSNINETK 

RQMEKLEALEAAA/QSHIEGWEGSNLTDICTQLL 

LQGTLLKISAGNIQERAFFLFDNLLVYCKRKSRV 

TGSKKSTKRTKSINGSLYIFRGRINTEVMEVENVE 

DGTGSPSPSLA 


3774 


A 


4254 


2061 


ELQGDFSVPDVPKSMAWCENSICVGFKRDYYLI 

u \mnv/''iCTk r T?T vxyrfwnr t?t>t \r a dt a t\/*^t/'\t a wo 
K V JJVjKu oliSJEJUr r 1 *jrlvyijJtiJr.L V J\rL,AXJ\j3s. V A V vj 

QDDLTVVLNEEGICTQKCALNWTDIPVAMEHQP 

PYIIAVLPRYVEIRTFEPRLLVQSIELQRPRFITSGG 

SNUYVASNHFVWRLIPVPMATQIQQLLQDKQFE 

LALQLAEMKDDSDSEKQQQIHHIKNLYAFNLFC 

QKRFDESMQVFAKLGTDPTHVMGLYPDLLPTDY 

RKQLQYPNPLPVLSGAELEKAHLALIDYLTQKRS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino add sequence (A^Alanine OCystelne, D^Aspartic Add, 
E=Glutamic Acid, ^Phenylalanine, OGlydne, H«Histidine» 
I=Isoleudne, KpLysine, L^Leudne, M=Methionine, 
N=Asparagint, P=Proline, Q=Glutamine, R^Arginlne, S=*Serine, 
T=Threonlne, V»VaIine, W^Tryptopnan, Y^iyrosine, 
X=Unknown, *=Stop codon, A»possible nucleotide ddetion, 
^possible nudeotide insertion 










QLVKKIMDSDHQSSTSPIMEGTPmSKKKLLQn 

DTIlIJCCTIJrnNVALVAPLIJa^ 

VLKKAHKYSELIILYEKKGLHEKALQVLVDQSK 

KANSPLKGHERTVQYLQHLGTENLHLIFSYSVW 

VLRDFPEDGLKIrTEDLPEVESLPRDRVLGFLIEN 

FKGLAIPYLEHIIHVWEETGSRFHNCLIQLYCEKV 

QGLMKEYLLSFPAGKTPVPAGEEEGELGEYRQK 

IXMFLEISSYYDPGRLICDFPFDGLLEERALLLGR 

MGKHEQALFrYVHILKDTRMAEEYCHKHTO 

KDGNKDVYLSLLRMYLSPPSIHC3.GPIKLELLEPK 

ANLQAALQVLELHHSKLDTTKALNLLPANTQIN 

DIRIFLEKVLEENAQKKRPNQVLKNLLHAEFLRV\ 

QEERILHQQVKCIITEEKVCMVCKKKIGNSAFAR 

YPNGWVHYFCS\KEVNPADT 


3775 


A 


1832 


839 


MSRARGALCRACLALAAALAALLLLPLPLPRAP 

APARTPAPAPRAPPSRPAAPSLRPDDVFIAVKTTR 

KNHGPRLRLLLRTWX1SRARQQTFIFTDGDDPELE 

LQGGDRVINTNCSAVRTRQALCCKMSVEYDKFI 

ESGRKWFCHVDDDNYVNARSLLHLLSSFSPSQD 

VYLGRPSLDHPIEATERVQGGRTVTTVKFWFAT 

GGAGFCLSRGLALKMSPWASLGSFMSTAEQVRL 

PDDCTVGYIVEGLLGARLLHSPLFHSHLENLQRL 

PPDTLLQQVTLSHGGPENPQNWNVAGGFSLHQ 

DPTRFKSIHCLLYPDTDWCPRQKQGAPTSR 


3776 


A 


3 


796 


PRAKLGTRARNMAGQDAGCGRGGDDYSEDEGD 

SSVSRAAVEWGKLKDLNCPFLEGLYITEPKTIQE 

LLCSPSEYRLEILEWMCTRVWPSLQDRFSSLKGV 

PTEVKIQEMTKLGHELMLCAPDDQELLKGCACA 

QKQLHFMDQLLDTIRSLTIGCSSCSSLMEHFEDT 

REKNEALLGELFSSPHLQMLLNPECDPWPLDMQ 

PLLNKQSDDWQWASASAKSEEEEKLAELARQLQ 

ESAAKLHALRTEYFAQHEQGAAAGAAVTSAP 


3777 


A 


3 


413 


SEEDVIEGKTAVIEKRRKKRSSAGVVED/IGGEVQ 

NMLEGVGVDINKALLAKRKRLEMY^ 

QKIEHVWKTQQDQRQKLNQEYSQQFLTLFQQW 

DLDMQKAEEQEEKILVGEVIIRFIINQVSSRNGQPS 

LLL 


-3-7170 


A 

A 


1 10 


7oo 


on t "D'DtiTi'DTjrr a T-\on a a t> "\ /Tin o a n t on ■ti m rx r/~\T~\ 

WTHGPIVRPPAAARTMWVNPEEVLLANALWITE 

RANPYFILQRRKGHAGDGGGGGGLAGLLVGTLD 

VVLDSSARVAPYRILYQTPDSLVYWTIACG\GSR 

KEITEHWEWLEQNLLQTLSIFE^]v03ITTFWG^ 

QGnAEYNKIhODVKEDDDTEKFKEAIVK^ 

MPEEEKLVNYYSCSYWKG 


3779 


A 


2 


934 


CKSCTLFPQNPNLPPPSTRERPPGCKTVFVGGLPE 
NATEEIIQEVFEQCGDITAIRKSKKNFCRG^A^ 
MVDKAIYLSGYRMRLGSSTDKXDSGRLHVDFA 
QARDDFYEWECKQRMRAREERHRRKXEEDRLR 

ppopp A TMT-TV^T* WP A ATT AFVT TTnTVTirFQT? A M\H 

VLLSWIERGEVNRRVSANQFYSMVQSAKSHVRRL 

MNEKATHEQEMEEAKENFKNALTGELTQFEQIV 

AVFNASTRQKAWDHFSKAQRKN1DIWAKVHSEE 

LRNAQSEQLMGIRREEEMEMSDDENCDSPTKKM 

RVDESALGAP 


3780 


A 


1 


2535 


AAQAEREELAAGRMPGGGPQGAPAAAGGGGVS 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A= Ala nine OCysteine, D=Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, OGIycine, H=Histidine, 
Hsoleutine, K=Lysine, L=Leucine, M°Methionine, 
N=Asparagine, ^Proline, Q=Glutamine, R-Arglnine, S=Serine, 
T=Threonine, V=VaIine, W^Tryptophan, V-Oyrosine, 
X=Unknown, *=Stop codon, A=possible nucleotide deletion, 
V=possible nucleotide insertion 










HRAGSRDCLPPAACFRRRRLARRPGYMRSSTGP 

GIGFLSPAVGTLFRFPGGVSGEESHHSESRARQC 

GLDSRGLLVRSPVSKSAAAPTVTSVRGTSAHFGI 

QLRGGTRLPDRLSWPCGPGSAGWQQEFAAMDS 

SETLDASWEAACSDGARRVRAAGSLPSAELSSNS 

CSPGCGPEVPPTPPGSHSAFTSSFSFIRLSLGSAGE 

RGEAEGCPPSREAESHCQSPQEMGAKAASLDGP 

HEDPRCLSQPFSLLATRVSADLAQAARNSSRPER 

DMHSLPDMDPGSSSSLDPSLAGCGGDGSSGSGD - 

AHSWDTLLRKWEPVLRDCLLRNRRQMEVISLRL 

KLQKLQEDAVENDDYDKAETLQQRLEDLEQEKI 

SLHFQLPSRQPALSSFLGHLAAQVQAALRRGATQ 

QASGDDTHTPLRMEPRLLEPTAQDSLHVSITRRD 

WLLQEKQQLQKEffiALQARMFVLEAKDQQLRRE 

IEEQEQQLQWQGCDLTPLVGQLSLGQLQEVSKA 

LQDTLASAGQIPFHAEPPETIRSLQERIKSLNLSLK 

EITTKVCMSEKFCSTLRXKVNDIETQLPALLEAK 

MHAISGNHFWTAKDLTEE1RSLTSDREGLEGLLS 

KLLVLSSRNVKKLGSVKEDYNRLRREVEHQETA 

YETSVKJENTMKYMETLKNKLCSCKCPLLGKVW 

EADLEApRLLIQCLQLQEARGSLSVEDERQMDD 

LEGAAPPIPPRLHSEDKRKTPLKESYILSAELGEK 

CEDIGKKLLYLEDQLHTAfflSHDEDLIQSLRRELQ 

MVKETLQAMILQLQPAKEAGEREAAASCMTAG 

VHEAQA 


3781 


A 


3 


995 


GRREIAGPAHSARMYNMMETELKPPGPQQTSGG 

GGGNSTAAAAGGNQKNSPDRVKIU>MNAFMVW 

SRGQRRKMAQENPKMHNSEISKRLGAEWKLLSE 

TEKRPFIDEAKRLRALHMKEHPDYKYRPRRKTK 

TLMKl^KYTLPGGLLAPGGNSMASGVGVGAGL 

GAGVNQRMDSYAHMNGWSNGSYSMMQDQLG 

YPQHPGLNAHGAAQMQPMHRYDVSALQYNSM 

TSSQTYMNG/SRPTYSMSYSQQGTPGMAPGS\MG 

SVVKSEASSSPPWTSSSHSRAPCQAGDLRDMIS 

MYLPGAEVPEPAAPSRLHMSQHYQSGPVPGTAI 

NGTLPLSHM 


3782 


A 


1 


2649 


FRVPDSCPWLHSFTQLDPDLPRPESSTQEIGEELI 

NGVIYSISLRKVQLHHGGNKGQRWLGYENESAL 

NLYETCKVRTVKAGTLEKLVEHLVPAFQGSDLS 

YVTIFLCTYRAFTTTQQVLDLLFKRYGRCDALTA 

SSRYGCILPYSDEDGGPQDQLKNAISSILGTWLD 

QYSEDFCQPPDFPCLKQLVAYVQLNMPGSDLER 

RAHLLLAQLEHSEPIEAEPEGEEDWALSPVPALK 

PTPELELALTPARAPSPVPAPAPEPEPAPTPAPGSE 

LEVAPAPAPELQQAPEPAVGLESAPAPALELEPA 

PEQDPAPSQTLELEPAPAPVPSLQPSWPSPVVAEN 

GLSEEKPHLLVFPPDLVAEQFTLMDAELFKKWP 

YHCLGSIWSQRDKKGKEHLAPTIRATVTQFNSV 

AKICVTTTCl (rMP^TK'APnP AT? WPMW7PVAPT7P 

RILKNFSSLYAILSALQSNSIHRLKKTWEDVSRDS 

FRIFQKLSE1TSDENOTSLSRELLIKEGTSKFATLE 

MNPKRAQKRPKETGOQGTVPYLGTFLTDLVML 

DTAMKDYLYGRLINFEKRRKEFEVIAQIKLLQSA 

CNNYSIAPDEQFGAWFRAVERLSETESYNLSCEL 

EPPSESASNTLRTKKNTAIVKRWSDRQAPSTELS 
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SEQ 111 
NO: 


Mrthnri 
lYACluOU 


x rcuicicu 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


r rcaicccQ eou 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


a mi no aciu sequence {A. B AJtiaine i_ c= L.ystEine ) u^Aspartic Acid, 
E=Giutamic Acid, ^Phenylalanine, G*=Glycine, H<=Histidine, 
I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, 
N=Asparagine, PaProllne, Q»Glutamfne, R^Arginine, Serine, 
T^Threonine, V=Valine, W^Tryptophan, Y«1>rosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
\=possib!e nucleotide insertion 










TSGSSHSKSCDQLRCGPYLSSGDIADALSVHSAG 

SSSSDVEEINISFVPESPDGQEKKFWESASQSSPET 

SGISSASSSTSSSSASTIPVAATRTHKRSVSGLCNS 

SSALPLYNQQVGDCCHRVSLDVDNGNMYKSILV 

TSQDKAPAV1RKAMDKHNLEEEEPEDYELLQILS 

DDRKLKIPENANVFY AMNSTANYDFVLKKRTFT 

KGVKVKHGASSTLPRMKQKGLKIAKGIF 


3783 


A 


3 


869 


RSGQGKVYGLIGRKRFQQMDVLEGLNLLITISGK 

RNKLRVYYLSWHINKILHNOT^ 

GDMEGCGHYRVVKYERIKFLVIA^ 

APKPYHKFMAFKSFADLPHl^LLNnDLTVEEGQR 

LKVIYGSSAGFHAVDVDSGNSYDIYIPVHIQSQIT 

PHAID^PNTIXjMEMIXCYEDEGVYVNTY 

DVVLQWGEMPTSVAYICSNQIMGWGEKAIEIRS 

VETGHLDGVFMHKRAQRLKFLCER^KVFFASV 

RSGGSSQVYFMTLNRNCIMNW 


3784 


A 


1213 


457 


LSPRQVDGLAGLQKGLSLSLLYQFLMNGIRLGTY 

GLAEAGGYLHTAEGTHSPARSAAAGAMAGVMG 

AYLGSPIYMVKTHLQAQAASEIAVGHQYKHQG 

MFQALTEIGQKHGLVGLWRGALGGLPRVIVGSS 

TQLCTFSSTKDLLSQWEIFPPQSWKLALVAAMM 

SGIAVVIAMAPFDVACTRLYNQPHRCTGQGP\LY 

RGILDALLQTARTEGIFGMYKGIGASYFRLGPHTI 

LSLFFWDQLRSLYYTDTK 


3785 


A 


193 


813 


RRRGRHSLCGGKMLAYCVQDATVVDVEKRRNP 

SKJIYVYIIhrVTWSDSTSQTIYRRY\SKFro 

LD\K1^IAESGQKDPKQR11PFLPGKILF1UISHIRDV 

AVKRLKPIDEYCRALVRLPPHISQCDEVFRFFEAR 

PEDVNPPKEQGPSPPDAVLPYGVNKGKQELKAG 

PNWPGRT1TOVWCVTQKCLFVFHFKFSSSGNKE 

SKSL 


3786 


A 


3785 


1632 


EFVGRAASTTVVTRMWRMADAGIKRVVPSDLY 

PLVLGFLRDNQLSEVANKFAKATGATQQDANAS 

SLLDIYSFWL>HISAKVPERKLQANGPVAKKAKK 

KASSSDSEDSSEEEEEVQGPPAKKAAVPAKRVGL 

PPGKAAAKASESSSSEESSDDDDEEDQKKQPVQ 

KGVECPQAKAGQAPPKKAKSSDSDSDSSSEDEPP 

KNQKPKITP\VTVKAQTKAPPKPARA\APKIANGK 

AASSSSSSSSSSSSDDSEEEKAAATPKKTVPKKQV 

VAKAPVKAATTE^RKSSSSEDSSSDEEEEQKKPM 

KI^GPYSSVPPPSAPPPKKSLGTQPPKKAVEKQ 

QPVESSEDSSDESDSSSEEEKKPPTKAWSKATTK 

PPPAKKAAESSSDSSDSDS SEDDEAPSKPAGTTK 

NSSNKPAVTTKSPAVKPAAAPKQPVGGGQKLLT 

RKADSSSSEEESSSSEEEKTKKMVATTKPKATAK 

AALSLPAKQAPQGSRDSSSDSDSSSSEEEEEKTSK 

SAVKKKPQKVAGGAAPSKPASAKKGKAESSNSS 

SSDDSSEEEEEKLKGKGSPRPQAPKANGTSALTA 

QNGKAAKNSEEEEEEKKKAAVVVSKSGSLK^^ 

KQNEAAKEAETPQAKKIKLQTPNTFPKRKKGE 

RASSPFRRVREEEIEVDSRVADNSFDAKRGAAGD 

WGERANQV1JKFTKGKSFRHEKTKKKRGSYRGG 

SISVQVNSIKFDSE 


3787 


A 


3 


5078 


IPEG/RALSAEHTSSLVPSLHTTTLGQEQAILSGAV 
PASPSTGTADFPSILTFLQPTENHASPSPVPEMPTL 
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SEO IB 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine C^Cysteine, D=Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, (^Glycine, H=Histidine, 
I-Isoleudne, K-Lysine, l/=Lcudne, M=Meth!onlne, 
N=»Asparagine, P=ProIine, Q=GIatamine, R=Arginine, S^Serine, 
T»Threonine, V=Valine, W««Tryptophan, Y=Tyrosine, 
X s Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










PAEGSDGSPPATRDLLLSSKVPMLLSTSWTFPRW 

KKDSVTAILGKNEEANVTIPLQAITRKEVLSLrrr 

VNGFVSDFSTGSVSSPIITAPRTNPLPSGPPLPSILS 

IQATQTVFPSLLAPSSTKPEVYAAAVDHSGLPAS 

APKQVRASPSSMDVYDSLTIGDMKKPATTDVFW 

SSLSAETGSLSTESnSGLQQQTNYDLNGHTISTTS 

WETHLAPTAPPNGLTSAADAIKSQDFKDTAGHS 

VTAEGFSIQDLVLGTSIEQPVQQSDMTMVGSHID 

LWPTSNNNHSRDFQTAEVAYYSPTTRHSVSHPQ 

LQLPNQPAHPLLLTSPGPTSTGSLQEMLSDGTDT 

GSEISSDINSSPERNASTPFQNILGYHSAAESSISTS 

VFPRTSSRVLRASQHPKKWTADTVSSKVQPTAA 

AAVTLFURKSSPPALSAALVAKGTSSSPLAVASG 

PAKSSSMTTLAKNVTNKAASGPKRTPGAVHTAF 

PFIPTYMYARTGHTTSTHTA/IARKHGHCLWPVV 

YhnLP/PP/GKPQAMHTGLPNPTNLEMPRASTPRPL 

TVTAALTSITASVKATRLPPLRAENTDAVLPAAS 

AAVVTTGKMASNLECQMSSKLLVKTVLFLTQRR 

VQISESLKFSIAKGLTQALRKAFHQNDVSAHVDI 

LEYSHNVTVGYYAIXGKLVYLPAWffiMLGVY 

GVSNVTADLKQHTPHLQSVAVLASPWNPQPAG 

YFQLKTVLQFVSQADNIQSCKFAQTMEQRLQKA 

FQDAERKVLNTKSNLTIQIVSTSNASQAVTLVYV 

VGNQSTFLNGTVASSLLSQLSAELVGFYLTYPPL 

TIAEPLEYPNLDISETTRDYWVITVLQGVDNSLV 

GLHNQSFARVMEQRLAQLFMMSQQQGRRFKRA 

TTLGSYTVQMVKMQRVPGPKDPAELTYYTLYN 

GKPLLGTAAAKILSTTOSQRMALTLHHVVLLQAD 

PWKNPPNNLWEAAVLAPIAVVTVIiniTAVLCR 

KNKNDFKPDTMINLPQRAKPVQGFDYAKQHLG 

QQGADEEVIPVTQETVVLPLPIRDAPQERDVAQD 

GST1KTAKSTETRKSRSPSENGSVISNESGKPSSGR 

RSPQNVMAQQKVTKEEARKRI^VPASDEEEGAV 

LFDNSSKVAAEPFDTSSGSVQLIAIKPTALPMVPP 

TSDRSQESSAVLNGEVNKALKQKSDIEHYRNKL 

RLKAKRKGYYDFPAVETSKGLTERKKMYEKAP 

KEMEHVLDPDSELCAPFTESKNRQQMKNSVYRS 

RQSLNSPSPGETEMDLLVTRERPRRGIRKSGYDT 

EPEHEETOIDRVPEPRGYSRSRQVKGHSETSTLSS 

QPSIDEVRQQMHMLLEEAFSLASAGHAGQSRHQ 

EAYGSAQHLPYSEWTSAPGTMTRPRAGVQWVP 

TYRPEMYQYSLPRPAYRFSQLPEMVMGSPPPPVP 

PRTGPVAVASLRRSTSDIGSKTRMAESTGPEPAQ 

LHDSASFTQMSRGPVSWQLDQSALNYSGNTVP 

AWAIPAANRPGFTGYFIPTPPSSYRNQAWMSYA 

GENELPSQWADSVPLPGYffiAYPRSRYPQSSPSRL 

PRQYSQPANLHPSLEQAPAPSTAASQQSLAENDP 

SDAPLTNISTAALVKAIREEVAKLAKKQTDMFEF 

QY 


3788 


A 


2 


1737 


MKGLYTDAEMKSDNVKDKDAKISFLQKAIDVV 

VMVSGEPLLAKPARIVAGHEPERTNELLQIIGKC 

CLNKLSSDDAVRRVLAGEKGEVKGRASLTSRSQ 

ELDNKNVREEESRVHKNTEDRGDAEEKERSTSRD 

l^QKEELKEDRMPREKDKDKEKAKENGGNRHR 

EGERERAKARARPDNERQKDRGNRERDRDSERK 



436 



WO 01/57190 PCTAJS01/04098 



SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine C=Cysteine, D=Aspartic Add, 
E=GIutamic Add, ^Phenylalanine, OGlycine, H=Histidine, 
Msoleudne, K^Lysbe, L=Leudne, M=Methionine, 
N°Asparagtne, P=ProIine, Q=>GIutamine, R»Arginine, S=Serine, 
T»Threonine, V=Valine, W»Tryptophan, Y^rosine, 
X-Unknown, *=Stop codon, ^possible nudeotide deletion, 
\»possibJe nudeotide insertion 










KETERKSEGGKEKERLRDRDRERDRDKGKDRDR 

RRVKNGEHSWDLDRENNREHDKPEKKSASSGE 

MSKKLSDGTFKDSKAETETEISTRASKSLTTKTS 

KRRSKNSVEGDSTSDAEGDAGPAGQDKSEVPET 

PEIPNELSSNIRIUPRPGSARPAPPRVKRQDSMEAL 

QMDRSGSGKTVSNVITESHNSDNEEDDQFVVE^ 

APQLSEMSEIEMVTAVELEEEEKHGGLVKKILET 

KKDYEKLQQSPKPGEKERSLFESAWKKEKDIVS 

KEffiKLRTSIQTLCKSALPLGKIMDYIQEDVDAM 

QNELQM\YHSENRQHAEALQQEQRITDCAVEP\L 

KAELA\ELEQLIKD\Q\QDKICAVKANILKNEEKIQ 

KMVYSINLTSRR 


3789 


A 


1 


4369 


MRTLGTCLATLAGLLLTAAGETFSGGCLFDEPYS 

TCGYSQSEGDDFNWEQVNTLTBCPTSDPWMPSGS 

FMLVNASGRPEGQRAHLLLPQLKENDTHCIDFH 

YFVSSKSNSPPGLLNVYVKVNNGPLGNPIWNISG 

DPTRTWNRAELAISTFWPNFYQVIFEVITSGHQG 

YLAIDEVKVLGHPCTRTPHFLRIQNVEVNAGQFA 

TFQCSAIGRTVAGDRLWLQGEDVRDAPLKEIKVT 

SSRRFIASFNVVNTTKKDAGKYRCMIVRTEGGVGI 

SNYAELWVKEPPVPIAPPQLASVGATYLWIQLN 

ANSINGDGP1YAREVEYCTASGSWNDRQPVDSTS 

YKIGHLDPDTEYEISVLLTRPGEGGTGSPGPALRT 

RTKCADPMRGPRKLEWEVKSRQITIRWEPFGY 

NVTRCHSYNLTVHYCYQVGGQEQVREEVSWDT 

ENSHPQHTITNLSPYTNVSVKLILMNPEGRKESQ 

ELIVQTDEDLPGAVPTESIQGSTFEEBaFLQWREP 

TQTYGVITLYEITYKAVSSFDPEIDLSNQSGRVSK 

LGNETHFLFFGLYPGTTYSFTERASTAKGFGPPAT 

NQFTTKISAPSMPAYEI^TPLNQTDNTVTVMLKP 

AHSRGAPVSVYQIVVEEERPRRTKXTTEILKCYP 

VPIHFQNASLLNSQYYFAAEFPADSLQAAQPFTIG 

DNKTYNGYWNTPLLPYKSYRIYFQAASRANGET 

KIDCVQVATKGAATPKPVPEPEKQTDHTVKIAG 

VIAGILLF VHFLGVVL VMKKRKLVAKKRKETMS S 

TRQEIDLWIGELNGPRSYAEQGTKLATRAFSFMD 

THNLNGRSVSSPSSFTMKTNTLSTSVPNSYYPDE 

TrnMASDTSSLVQSHTYKKREPADVPYQTGQLH 

PAIRVADLLQHITQMKCAEGYGFKEEYESFFEGQ 

SAPWDSAKKDENRMKNRYGNIIAYDHSRVRLQT 

IEGDTNSDYINGNYIDGYHRPNHYIATQGPMQET 

IYDFWRMVWHENTASIIMVTNLVEVGRVKCCK 

YWPDDTEIYKDIKVTLIETELLAEYVIRTFAVEKR 

GVHEIREIRQFHFTGWPDHGVPYHATGLLGFVR 

QVKSKSPPSAGPLWHCSAGAGRTGCFIVIDIML 

DMAEREGWDIYNCVRELRSRRVNMVQTEEQY 

VFIHDAILEACLCGDTSWASQVRSLYYDMNKLD 

PQTNSSQIKJEEFRTLNMVTPTLRVEDCSIALLPRN 

niirJNKUiVlJJJLLJrriJiv 1 JJUvjiiooiN I UN AALM 

DSYKQPSAFIVTQHPLPNTVKDFWRLVLDYHCTS 

WMLNDVDPAQLCPQYWPENGVHRHGPIQVEF 

VSADLEEDHSRIFRIYNAARPQDGYRMVQQFQFL 

GWPMYRDTPVSKRSFLKLIRQVDKWQEEYNGG 

EGRTWHCLNGGGRSGTFCAISIVCEMLRHQRTV 

DWHAVKTLRNNKPNMVDLLDQYKFCYEVALE 
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SEQID 
NO: 


Method 


Predicted 

bfefHtinfnfr 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A~Alanine OCysteine, B=Aspartic Acid, 
E=Glntemic Acid. F^PheDVl&Ianine HsHlvrinp n=xHtBtiriln« 
Msolendne, KHLysine, L^Lcucuie, M^Methionhte, 
N^AsparaginejP^Prollne, Q=Glutamlne, R=Arginine, S=Serine, 
•^Threonine, V=»Valine, W«Tryptophan, Y=Tyrosine, 
X— Unknown, *«Stop codon, /=possible nucleotide deletion, 
\=possible nucleotide insertion 










YLNSG 


3790 


A 


261 


485 


EEQTPLHIASRLGKTEIVQLLLQHMAHPDAATTN 
GYTPLfflSAREGQV\DVUSVLLGRQGAAHSFRLT 
KVRRMTS 


3791 


A 


1 


5874 


LPPVTMSGKYIMEEHDSYSDQVWSIDELPSKQG 

YYLQGNYLRCVAEVGSFEHNLTTDLLNHLVFVQ 

KVFMKEVNEVIQKVSGGEQPIPLWNEHDGTADG 

DKPBOLLYSLl^QFKGIQVTATTPSMRAVRFETG 

LIELELSNRLQTKASPGSSSYLKLFGKCQVDLNL 

ALGQIVKHQVYEEAGSDFHQVAYFKTRIGLRNA 

LREEISGSSDREAVLITLNRPWYAQPVAFDRAVL 

FWLNYK\AAYDNWNEQRMALHKDIHMATKEVV 

DMLPGIQQTSAQAFGTPFLQLTVNDLGICLPITNT 

AQSNHTGDLDTGSALVLTIESTLITACSSESLVSK 

GHFKNFCIRFADGFETSWDDWKPEIHGDLVMNA 

CWPDGTYEVCSRTTGQAAAESSSAGTWTLNVL 

WKMCGIDVHMDPNIGKRLNALGNTLTTLTGEED 

1DDIADLNSVNIADLSDEDEVDTMSPTIHTEATDY 

RRQAASASQPGELRGRKIMKRIVDIRELNEQAKV 

IDDLKKLGASEGTINQEIQRYQQLESVAVNDIRR 

DVRKKLRRSSMRAASLKDKWGLSYKPSYSRSKS 

ISASGRPPLKRMERASSRVGETEELPEIRVDAASP 

GPRVTFNIQDTFPEETELDLLSVTffiGPSHYSSNSE 

GSCSVFSSPKTPGGFSPGIPFQTEEGRRDDSLSSTS 

EDSEKDEKDEDHERERFYIYRKPSHTSRKKATGF 

AAVHQLFreRWPTTPVNRSLSGTATERNIDFELD 

IRVEIDSGKCVLHPTTLLQEHDDISLRRSYDRSSR 

SLDQDSPSKKKKFQTNYASTTHLMTGKKVPSSL 

QTKPSDLETTVFYIPGVDVKLHYNSKTIiCTESPN 

ASRGSSLPRTLSKESKLYGMKDSATSPPSPPLPST 

VQSKTNTLLPPQPPPIPAAKGKGSGGVKTAKLYA 

WALQSLPEEMVISPCLLDFLEKALETIPITPVER 

NYTAVSSQDEDMGHFEIPDPMEES\TTSLVS\SSTS 

AYSSFPVDVVVYVRVQPSQIKFSCLPVSRVECML 

KLPSLDLWSSNRGELETLGTTYPAETLSPGGNA 

TQSGTKTSASKTGIPGSSGLGSPLGRSRHSSSQSD 

LTSSSSSSSGLSFTACMSDFSLYVFHPYGAGKQIT 

AVSGLTPGSGGLGNVDEEPTSVTGRKDSLSINLE 

FVKVSLSRIRRSGGASFFESQSVSKSASKMDTTLI 

MSAVCDIGSASFKYDMRRLSEILAFPRAWYRRSI 

ARRLFLGDQTINLPTSGPGTPDSIEGVSQHLSPESS 

RKAYCKTWEQPSQSASFTHMPQSPNVFNEHMTN 

STMSPGTVGQSLKSPASIRSRSVSDSSVPRRDSLS 

KTSTPFNKSNKAASQQGTPWETLVWAINLKQL 

NVQMNMSNVMGNTTWTTSGLKSQGRLSVGSNR 

DREISMSVGLGRSQLDSKGGWGGTIDVNALEM 

VAHISEHPNQQPSHKIQITMGSTEARVDYMGSSIL 

MGIFSNADLKLQDEWKVNLYNTLDSSITDKSEIF 

VHGDLKWDIFQVMISRSTTPDLIKIGMKLQEFFT 

QQFDTSKRALSTWGPVPYLPPKTMTSNLEKSSQE 

QLLDAAHHRHWPGVLKWSGCHISLFQIPLPEDG 

MQFGGSMSLHGNHMTLACFHGPNFRSKSWALF 

HLEEPNIAFWTEAQKIWEDGSSDHSTYIVQTLDF 

HLGHNTMVTKPCGALESPMATITKITRRRHENPP 

HGVASVKEWFNYVTATRNEELNLJLRNVDANNT 
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NO: 


Mpfhnri 
meuwu 


* reuicrea 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


rTcuicEea ena 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Aznino ficiu sequence (A^/uanme v*=cysicme, iF^Asparnc Acid, 
E=Glutamic Acid, F»Pbenylalanine, G=Glycine, H**Histidine, 
I=Isoleudne, K=LysJne, L^Leudne, M=Methiojiine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S^erine, 
T^breonine, V=Valine, W-Tryptophan, Y=Tyrosine, 
X«Unknown, *=Stop codon, /^possible nucleotide deletion, 
V=possible nucleotide insertion 










ENSTTVKNSSLLSGFRGGSSYNHETETIFALPRM 

QLDFKS1HVQEPQEPSLQDASLKPKVECSWTEF 

TDmCVTMDAELIMI^HDLVSAYLKEKEKAIFPP 

RILSTRPGQK^PHIHDDNSSDKDREDSITYTTVDW 

RDFMCNTWHLEPTLmSWTGRKIDPVGVDYILQ 

KLGFHHARTTIPKWLQRGVMDPLDKVLSVLIKK 

LGTALQDEKEKKGKDKEEH 


3792 


A 


1 


364 


QNGSTPLHHAASKNRHEIALMLLEGGANPDGKD 
HYEATAKHQATAKGNFKMIHILLYYKASTIIQDT 
EGmPPHLVCDVRVEEAKLLVSQGA/SIYIENKEE 
KDP/LQVAKGALGLVLKRMVEG 


3793 


A 


2 


340 


DIVPNPKMAPLGDEAPTLEKVLTPELSEEEVSTR 
DDIQFHHFSSEEALQKVKYFVAKEDPSSQEEAHT 
PEAPPPQPPSSERCLGEMKCTLVRGDSSPRQAEL 
KSGPASRPAL 


3794 


A 


421 


158 


SYWVGEDYTYKFFEVILIDPFHKAIRRNPDTQWI 
SKAVYKHREMCGLTSTGRKSHGLEKDRMFPHAI 
GGSCRAA*RRRKTLQFPCYH 


3795 


A 


24 


592 


GGMDSRVSGTTSNGETKPVYPVMEKKEEDGTLE 

RGHWNNKMEFVLSVAGEnGLGNVWRFPYLCYK 

NGGGAFFIPYLVFLFTCGIPVFLLETALGQYTSQG 

GVTAWRKICPIFEGIGYASQMIVILLNVYYnVLA 

WALFYLFSSFTIDLPWGGCYHEWNTEHCMEFQK 

TNGSLNGTSENATSPVIEFW 


3796 


A 


3 


592 


KPASTYSTSQPSMAPLLPIRTLPLILILLALLSPGA 

ADFNISSLSGLLSPALTESLLVALPPCHLTGGNAT 

LMVRRANDSKVVTSSFVVPPCRGRRELVSVVDS 

GAGFTVTRLSAYQVTNLVPGTKFYISYLVKKGT 

ATESSREIPMFTLPRRNMESIGLGMARTGGMVVI 

TVLLSVAMFLLVLGFIIALALGSRK 


3797 


A 


1 


1556 


ATRLLRGSGSWGCSRLRFGPPAYRRFSSGGAYPN 

IPLSSPLPGVPKPWATVDGQEKFETKVTTLDNGL 

RVASQNKFGQFCTVGILINSGSRYEAKYLSGIAH 

FLEKLAFSSTARFDSKDEILLTLEKHGGICDCQTS 

RDTIMYAVSADSKGLDTWALLADWLQPRLT 

DEEVEMTRMAVQFELEDLNLRPDPEPLLTEMfflE 

AAYRENTVGLHRFCPTENVAKINREVLHSYLRN 

YYTPDRMVLAGVGVEHEHLVDCARKYLLGVQP 

AWGSAEAVDIDRSVAQYTGGIAKLERDMSNVSL 

GPTPIPELTHIMVGLESCSFLEEDFIPFAVLNMMM 

GGGGSFSAGGPGKGMFSRLYLNVLNRHHWMYN 

ATSYHHSYEDTGLLCIHASADPRQVREMVEIITK 

EFILMGGTVDTVELERAKTQLTSMLMMNLESRP 

VIFEDVGRQVLATRSRKLPHELCTLIRKVKPEDV 

KRVASKMLRGKPAVAALGDLTDLPTYEHIQTAL 

SSKDGRLPRTYRLFR 


3798 


A 


73 


759 


KRLVEAGVPRTFDGIVGEGGAQSRSCWPWGVTA 

QTPAFS ADSLNCLKN CMSITMGS VRPS VEQFHKY 

LPWFLNDRPNIKCPKGGLAAYSTSVNLTSDGQV 

LASRFMAYHKPLKNSQDYTEALRAARELAANIT 

ADLRKVPGTDPAFEVFPYTITNVFYEQYLTILPEG 

LFMLSLCLVPTFAVSCLLLGLDLRSGLLNLLSIV 

MILVDTVGFMALWGISYNAVSLINLVS 


3799 


A 


73 


759 


KRLVEAGVPRTFDGIVGEGGAQSRSCWPWGVTA 
QTPAFSADSLNCLKNCMSITMGSVRPSVEQFHKY 
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ct?0 ID 
NO: 


Method 


Prpi1ii»t*»H 

JT 1 CUICICU 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


* rem bicu cuu 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 

sequence 


aiujiiu aciu sequence 1 u u m c i*^i#y5icincj j/^ASp&f tic A CIO) 
E^Glutaraic Add, F=Pfaenylalanine, G=Glycine, H=Histidine, 
Msolendne, K s Lysine» L=Lendne, M^Methionine, 
N=Asparagine, P^ProIine, Q=GIutamine, R=Arginine, S=Serine, 
T=Threonine, V=Vaiine, W«Tryptophan, Y=Tyroslne, 
X«Unknown, *=Stop codon, /=possible nudeotide deletion, 
\=T>03sible nucleotide insertion 










LPWFLNDRPNKCPKGGLAAYSTSVNLTSDGQV 

LASRFMAYHKPLKNSQDYTEALRAARELAANIT 

ADLRKVPGTDPAFEVFPYTITNVFYEQYLTILPEG 

LI^SLCLWTFAVSCLLI.GLDLRSGLLNLLSIV 

MILVDTVGFMALWGISYNAVSLINLVS 


3800 


A 


250 


1032 


GIFRSIJR.VLFPLFSVGRPQFARSLSAAPQLSDTAD 

TMGFGDLKSPAGLQVLNDYLADKSYIEGYVPSQ 

ADVAVFEAVSSPPPADLCHALRWYNHIKSYEKE 

KASLPGVKKALGKYGPADVEDTTGSGATDSKD 

DDDIDLFGSDDEEESEEAKRLREERLAQYESKKA 

KKPALVAKSSILLDVKPWDDETDMAKLEECVRS 

IQADGLVWGSSKLVPVGYGIKKLQIQCWEDDK 

VGTDMLEEQITAFEDYVQSMDVAAFNKI 


3801 


A 


155 


656 


SREMELVTFRDVAIEFSPEEWKCLDPAQQNLYR 

DVMLENYRNLVSLGFVISNPDLVTCLEQIKEPCN 

LKIHETAAKPPAICSPFSQDLSPVQGIEDSFHKLIL 

KRYEKCGHENLQLRKGCKRVNECKVQKGVNNG 

VYQCLSTTQSKIFQCNTCVRVFSTSSHSNKHK 


3802 


A 


1 


1428 


VTVSPETHMDLTKGCVTFEDIAIYFSQDEWGLLD 

EAQRLLYLEVMLENFALVASLGCGHGTEDEETP 

SDQNVSVGVSQSKAGSSTQKTQSCEMCVPVLKD 

ILHLADLPGQKPYLVGECTNHHQHQKHHSABCKS 

LKRDMDRASYVKCCLFCMSLKPFRKWEVGKDL 

PAMLRLLRSLVFPGGKKPGTITECGEDIRSQKSH 

YKSGECGKASRHKHTPVYHPRVYTGBCKLYECSK 

CGKAFRGKYSLVQHQRVHTGERPWECNECGKF 

FSQTSHLNDHRRIHTGERPYECSECGKLFRQNSS 

LVDHQKIHTGARPYECSQCGKSFSQKATLVKHQ 

RVHTGERPYKCGECGNSFSQSAILNQHRRIHTGA 

KPYECGQCGKSFSQKATLIKHQRVHTGERPYKC 

GDCGKSFSQSSILIQHRRIHTGARPYECGQCGKSF 

SQKSGLIQHQWHTGERPYECNKCGNSFSQCSSL 

IHHQKCHNT 


3803 


A 


193 


617 


LFPFLGSESKNGEADSSDKEMKHGQKSPTGKQTS 

QHLKRLKK5GLGHLKWTKAEDIDIETPGSILVNT 

NLRALINKHTFASLPQHFQQYLLLLLPEVDRQMG 

SDGILRLSTSALNNEFFAYAAQGWKQRLAEGKF 

VFSIIM 


3804 


A 


197 


479 


SSSRASPPEHPSSQAHCGPLVLSHACPEVTNKWS 
TGSSSSPNSSWSSPLQPEGLSGSSRMKGGSATKI 
LLETLLLAAHMTADQGIASSQRCLL 


3805 


A 


1 


385 


QSADTLFPGDINFNVSGLFSAVTLQDTVSDRLAS 
EELPSTAVPTPATTPAPAPAPAPATAPALVSAAT 
KERTESEVPPRPASPKVTRSPPETAAPVEDMARR 
SELAVGGEEGTEGGRGEGTGSPMSSY 


3806 


A 


47 


1033 


LQGDTWHLSFLSHFSRLHGGVPGRGLLEGNLLQ 

PQAPGHDMTSIPFPGDRLLQVDGVILCGLTHKQA 

VQCLKGPGQVARLVLERRVPRSTQQCPSANDSM 

GDERTAVSLVTALPGRPSSCVSVTDGPKF*SSN* 

KRIANGLGFSFVQMEKESCSHLKSDLVRIPCRLFP 

GHPAEENGAIAAGDIILGREWEGPRKASSSRCRG 

SWAMQLSVQAGPSFASYYPAAVEVLHLLRGAPQ 

EVTLLLCRPPPGALPELEQEWQTPELSADKEFTR 

ATCTDSCTSPILGSRGQLGGTVPPQMQGKAWGL 

RPESSQKATREGTMGAKTERDLGPVP 
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WO 01/57190 PCTYUS01/04098 



NO: 


iYlclIIUU 


ireoicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine OCysteine, D=Aspurtic Add, 
E-*Glutaroic Add, ^Phenylalanine, G=Glycine, H^Histidine, 
I=Isoleucine, K=Lystne, L=Leudne, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=»Arginine, S=Serine, 
TsThreonine, V=VaJine, W«Tryptophan, Y=Tyrosine, 
X^Unknown, *=Stop codon, A>possibIe nudeotide ddetion, 
\=possible nucleotide insertion 


3807 


A 


656 


1238 


RCPSLLPPSWPLPTLQTLTRTPGNKAIAGGAGLW 

AVLWGSERTPPYR*GN*NQRGAVPCLRPHRLRP 

QDKFLVLASDGLWDMLSNEDVVRLWGHLAEA 

DWHKTDLAQRPANLGLMQSLLLQRKASGLHEA 

DQNAATRLIRHAIGNNEYGEMEAERLAAMLTLP 

EDLARMYRDDITVTVVYFNSESIGAYYKGG 


3808 


A 


26 


2195 


SQYSESVAGRQASPERLLGSYHAMASTVEGGDT 

ALLPEFPRGPLDAYRARASFSWKELALFTEGEG 

MLRFKKTIFSALENDPLFARSPGADLSLEKYREL 

OTLRCKRIFEYDFLSVEDMFKSPLKVPALIQCLG 

MYDSSLAAKYLLHSLVFGSAVYSSGSERHLTYIQ 

KIFRMEIFGCFALTELSHGSNTKAIRTTAHYDPAT 

EEFnHSPDFEAAKFWVGNMGKTATHAVVFAKL 

CVPGDQCHGLHPFTVQIRDPKTLLPMPGVMVGDI 

GKKLGQNGLDNGFAMFHKVRVPRQSLLNRMGD 

VTPEGTYVSPFKDVRQRFGASLGSLSSGRVSIVSL 

AILNLKLAVAIALRFSATRRQFGPTEEEEPVLEY 

PMQQWRLLPYLAAVYALDHFSKSLFLDLVELQR 

GL ASGDRS ARQ AELGREIHALAS ASKPL AS WTT 

QQGIQECREACGGHGYLAMNRLGVLRDDNDPN 

CTYEGDNNILLQQTSNYLLGLLAHQVHDGACFR 

SPLKSVDFLDAYPGILDQKFEVSSVADCLDSAVA 

LAAYKWLVCYLLRETYQKLNQEKRSGSSDFEAR 

NKCQVSHGRPLALAFVELTVVQRFHEHVHQPSV 

PPSLRAVLGRLSALYALWSLSRHAALLYRGGYF 

SGEQAGEVLESAVLALCSQLKDDAVALVDV1AP 

PDFVLDSPIGRADGELYKNLWGAVLQESKVLER 

ASWWPEFSVNKPVIGSLKSKL 


3809 


A 


117 


830 


CFGIMERVGCTLTTTYAHPRPTPTNFLPAISTMAS 

SYRDRFPHSNLTHSLSLPWRPSTYYKVASNSPSV 

APYCTTISQRVSENTMLPFVSNRTTFFTRYTPDDW 

YRSNLTNYQESNTSRHNSEKLRVDTSRLIQDKYQ 

QTRKTQADTTQNLGERVNDIGFWKSEIIHELDEM 

IGETNALTDVKKRLERALMETEAPLQVARECLF 

HREKRMGE)LVHDEVEAQLLTVNVGEMHQSQA 

A 


3810 


A 


3 


518 


VIQELEGGSGADLGEHSCRPASQPRFPRPAEARS 
HPATRRPASGPAMGKTNSKLAPEVLEDLVQNTE 
FSEQEOCQWYKGFLBaDCPSGILNLEEFQQLYIKF 
FPYGDASKFAQHAFRTFDKNGDGTIDFREFICAL 
SVTSRGSFEQKLNWAFEMYDLDGDGRITRLEML 
EIIE 


3811 


A 


81 


1147 


GCGYGCSGAGGAAIGEPMAKWGEGDPRWIVEE 

RADATNVNNWHWTERDASNWSTDKLKTLFLAV 

QVQNEEGKCEVTEVSKLDGEASINNRKGKLIFFY 

EWSVKLNWTGTSKSGVQYKGHVEIPNLSDENSV 

DEVEISVSLAKDEPDTNLVALMKEEGVKLLREA 

MGIYISTLKTEFTQGMILPTMNGESVDPVGQPAL 

KTEERKAKPAPSKTQARPVGVKIPTCKITLKETFL 

TSPEELYRVFTTQELVQAFIHAPATLEADRGGKF 

HMVDGNVSGEFTDLVPEKfflVMKWRFKSWPEG 

HFATITLTFIDBCNGETELCMEGRGIPAPEEERTRQ 

GWQRYYFEGIKQTFGYGARLF 


3812 


A 


20 


558 


PCGTAASTHAYDRRAKCRQQQQQQQNGGQNKV 
RPAKKKTSPAREVSSESGTSGQFTPPSSTSVPTIAS 
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SFO ID 
NO: 


IVf pthrtH 


* reuicreu 

beginning 

nucleotide 

location 

corresponding 

tt\ first nmlnn 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 

VUU I CSJUUC Ul 

peptide 
sequence 


Amino acid sequence (A=Alanine O^Cysteine, D=Aspartic Acid, 
E=GIutamic Add, ^Phenylalanine, G-Glycine, H^Histidlne, 
I«Isoleucine, K=Lysine, L»Leudne, M=Methionine, 
N=Asparagine, ^Proline, Q=GIutarnine, R»Arglnine, S^Serine, 
I^Threonine, V«Valine, W=Tryptophan t Y=Tyrosine, 
Ar-'uititiiuwu, =i>njp cuooii, /— possi Die nucieonoe oeietion, 
\=possible nucleotide insertion 










SSAPVSIWSPASISPLSDPLSTSSSCMQRSYPMTYT 
QASGYSQGYAGSTSYFGGMDCGSYLTPMHHQL 
PGPGATLSPMGTNAVTSHLNQSPASLSTQGYGAS 
KLWGFNFNH 


3813 


A 


1 


1016 


CTEPPRRSTRTPAALASLRPYTDYVVVSDQBLQES 

EDFFTLmSHEGKPLKLMVYNSKSDSCREVTVTP 

NAAWGGEGSLGCGIGYGYLHRIPTQPPSYHKKPR 

GTPPPSALPLGAPPPDALPPGPTPEDSPSLETGSRQ 

SDYMEALLQAPGSSMEDPLPGPGSPSHSAPDPDG 

LPHFMETPLQPPPPVQRVMDPGFLDVSGISLLDN 

SNASVWPSLPSSTELTTTAVSTSGPEDICSSSSSHE 

RGGEATWSGSEFEVSFLDSPGAQAQADHLPQLT 

LPDSLTSAASPEDGLSAELLEAQAEEEPASTEGLD 

TGTEAEGLDSQAQISTEE*HPGL*QGP 


3814 


A 


2 


884 


VFWQVRNAGSSPLSAACPLFRTPAPQPCGSWGR 

CCPHASTGCRPMAERGELDLTGAKQNTGVWLV 

KVPKYLSQQWAKASGRGEVGKLRIAKTQGRTE 

VSFTLNEDLANIHD1GGKPASVSAPREHPFVLQSV 

GGQTLTVFTESSSDKLSLEGIVVQRAECRPAASE 

NYMRLKRLQIEESSKPVRLSQQLDKVVTTNYKP 

VANHQYNIEYERKKKEDGKRARADKQHVLDML 

FSAFEKHQYYNLKDLVDITKQPVVYLKEILKEIG 

VQNVKGIHKNTWELKPEYRHYQGEEKSD 


3815 


A 


17 


411 


NIGDWEDIGKSPERIIQYYGPATWAQDGSRGYCT 
PIYMLNHlIRLQAVLEnMNERANALDLLAQQTTK 
MRNANY QNRLALDYLLAHEGGV*GBCFSLTNCC 
LEIDDNGKAIMEITARMRKLAHIPVQTWER 


3816 


A 


3 


1172 


SHWQRRDRRCVRNMAERGRKRPCGPGEHGQRI 

EWRKWKQQKKEEKKKWKDLKLMKKLERQRAQ 

EEQAKRLEEEEA AAEKEDRGRPYTLS VALPG SIL 

DNAQSPELRTYLAGQIARACAIFCVDEIVVFDEE 

GQDAKTVEGEFTGVGKKGQACVQLARILQYLEC 

PQYLRKAFFPKHQDLQFAGLLNPLDSPHHMRQD 

EESEFREGVVVDRPTRPGHGSFVNCGMKKEVKI 

DKNLEPGLRVTVRLNQQQHPDCKTYHGKWSS 

QDPRTKAGLYWGYTVRLASCLSAVFAEAPFQDG 

YDLT1GTSERGSDVASAQLPNFRHALWFGGLQG 

LEAGADADPNLEVAEPSVLFDLYVNTCPGQGSR 

TIRTEEAILISLAALQPGLIQAGARHT 


3817 


A 


246 


1197 


FLSAGMSNFTHYAYLLMIESLMLGKVPPHVPSH 

HFIFHDDGSARQKGESDYKVnQQWFSKSGPWTT 

SSNVTWGLLELQQSISESAVLTIPPGDSGAGSNLI 

TMFLRNRKETDLCSGRSKVNRGWNSGRCKQRG 

KTEQPGEPLEHVYVTEKHAVALESRHQKGELQC 

LIKMCIPLSKPLQMFFSPPHWEAWLQRVQQLAK 

NTRYFRQRLQEMGFIIYGNENASWPLLLYMPG 

KVAAFARHMLEKKIGWWGFPATPLAEARARF 

CVSAAHTREMLDTVLEALDEMGDLLQLKYSRH 

KKSARPELYDETSFELED 


3818 


A 


215 


789 


NPQSSSSEGSSEIFQVNGHNRLLVQRSEVTQAPG 

QYTVDVEGHGCTOQATUCYNVLLPKKASGFSLS 

LEIVKNYSSTAFDLTVTLKYTGIKNKSSMVVmV 

KMLSGFTPTMSSffiELENKGQVMKTEVKNDHVL 

FYLENVFGRADSFTFSVEQSNLVFNIQPAPGMVY 

DYYEKEEYALAFYHINSSSVSE 



442 



WO 01/57190 



PCT/US01/04098 



SEO ID 
NO: 


Method 


Predicted 

beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 

corresponding 

to lost amino 

add residue of 

peptide 

sequence 


A m Inn cmljl »annaniitf AnAlaiiinn f^efSigfaiwa T)-iAennvM» A 
AUIIUU Hull SCfjUCUbC \rl. nUtUIUC \ a > <— \*yalClllC a Lr^AB pari! C ACIUj 

^Glutamic Add, F»Pnenylalanine, G=GJydne, H=HlsHdine, 
I s IsoIeudne, K-Lysine, D^Leudne, M=Methlonine, 
N=Asparagine, P=ProIine, Q^Glutamine, R=Arginine, S=Serine, 
^Threonine, V=Valine, W^ryptophan, Y=Tyrosine, 
X^Unknown, *=Stop codon, /^possible nudeotide deletion, 
V=possible nudeotide insertion 


3819 


A 


1 


1483 


RIPDSnSRGVQGLPRDTASLSTTPSESPRAQATSR 

LSTASCrTPKVQSRCSSKENILRASHSAVDITKVA 

RRrlRMSPrTLTSMDKAFITVLEMTPVLGTEIINYR 

DGMGRVLAQDVYAKDNLPPFPASVKDGYAVRA 

ADGPGDRraGESQAGEQPTQTVMPGQVMRVTT 

GAPIPCGADAWQVEDTELIRESDDGTEELEVRIL 

VQARPGQDIRPIGHDDCRGECVLAKGTHMGPSEI 

GLLATVGVTEVEVNKFPVVAVMSTGNELLNPED 

DIXPGKIRDSNRSTLIATIQEHGYrTINLGIVGDN 

PDDLLNALNEGISRADVIITSGGVSMGEKDYLKQ 

VLDIDLHAQMFGRVFMKPGLPTTFATLDIDGVR 

KIIFALPGNPVSAVVTCNLFWPALRKMQGILDP 

RPTIIKARLSCDVKLDPRPEYHRCILTWHHQEPLP 

WAQSTGNQMSSRLMSMRSANGLLMLPPKTEQY 

VELHKGEWDVMVIGRL 


3820 


A 


2216 


487 


PQEPALKSEFSQVASNHPLPLPQPNTCKDNGPCK 

QVCSTVGGSAICSCFPGYAIMADGVSCEDQDECL 

MGAHDCSRRQFCVNTLGSFYCVNHTVLCADGY1 

LNAHRKCVDINECVTDLHTCSRGEHCVNTLGSF 

HCYKALTCEPGYALKDGECEDVDECAMGTHTC 

QPGFLCQMTKGSFYCQARQRCMDGFLQDPEGNC 

VDI>3ECTSLSEPCRPGFSCINTVGSYTCQRNPLIC 

ARGYHASDDGTKCVDVNECETGVHRCGEGQVC 

HNLPGSYRCDCKAGFQRDAFGRGCIDVNECWAS 

PGRLCQHTCENTLGSYRCSCASGFLLAADGKRC 

ED VNECE AQRCSQECANIY GS YQCYCRQG YQLA 

EDGHTCTDIDECAQGAG1LCTFRCLNVPGSYQCA 

CPEQGYTMTANGRSCKDVDECALGTHNCSEAET 

CHhnQGSFRCLRFECPPNYVQVSKTKCERTTCHD 

FLECQNSPAmTHYQLl^FQTGLLVPAHIFRIGPAP 

AFTGDTIALNT1KGNEEGYFGTRRLNAYTGVVYL 

QRAVLEPRDFALDVEMKLWRQGSVTTFLAKMHI 

FFTTFAL 


3821 


A 


2216 


487 


PQEPALKSEFSQVASNTIPLPLPQPNTCKDNGPCK 

QVCSTVGGSAICSCFPGYAMADGVSCEDQDECL 

MGAHDCSRRQFCVNTLGSFYCVNHTVLCADGYI 

LNAHRKCVDINECVTDLHTCSRGEHCVNTLGSF 

HCYKALTCEPGYALKDGECEDVDECAMGTHTC 

QPGFLCQNTKGSFYCQARQRCMDGFLQDPEGNC 

VDINECTSLSEPCRPGFSCINTVGSYTCQRNPLIC 

ARGYHASDDGTKCVDVNECETGVHRCGEGQVC 

HNLPGSYRCDCKAGFQRDAFGRGCIDVNECWAS * 

PGRLCQHTCENTLGSYRCSCASGFLLAADGKRC 

EDVNECEAQRCSQECANIYGSYQCYCRQGYQLA 

EDGHTCTDIDECAQGAGILCTFRCLNVPGSYQCA 

CPEQGYTMTANGRSCKDVDECALGTHNCSEAET 

CHNIQGSFRCLRFECPPNYVQVSKTKCERTTCHD 

FLECQNSPARITHYQLNFQTGLLVPArllFRIGPAP 

AFTGDTIALN1IKGNEEGYFGTORLN 

QRAVLEPRDFALDVEMKLWRQGSVTTFLAKMHI 

FFTTFAL 


3822 


A 


2502 


1540 


MAAATRGCRPWGSLLGLLGLVSAAAAAWDLAS 
LRCTLGAFCECDFRPDLPGLECDLAQHLAGQHL 
AKALVVKALKAFVRDPAPTKPLVLSLHGWTGTG 
KSYVSSLLAHYLFQGGLRSPRVHHFSPVLHFPHP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine C=Cysteine, D«A5partic Acid, 
E«Glutamlc Acid, {^Phenylalanine, G=Glycine, H^Histidlne, 
I^lsoleucine, K=Lyslne, I>Leucine, M=Methionine, 
N^Asparagine, P-Proline, Q^GIutamine, R=Arginine, S^erine, 
T^Threonine, V-Vaiine, W=Tryptophan, Y^Tyrosine, 
X«Unknown, *=Stop codon, /^possible nucleotide deletion, 
V=possibIe nucleotide insertion 










SHIERYKKDLKSWVQGNLTACGRSLFLFDEMDK 

MPPGLMEVLRPFLGS SWVVYGThTYRl^ 

TGGEQINQVALEAWRSRRDREEILLQELEPVISR 

AVLDNPHHGFSNSGIMEERLLDAVVPFLPLQRHH 

VRHCVLNEIAQLGLEPRDEWQAVLDSTTFFPE 

DEQLFSSNGCKTVASRIAFFL 


3823 


A 


1 


3174 


YGCEKTTOGRIPLKNFIYRLFSADRKRVETALEAC 

SLPSSRNDSIPQEDFTPEVYRVFLNNLCPRPEIDNI 

FSEFGAKSKPYLTVDQMMDFINLKQRDPRLNEIL 

YPPLKQEQVQVLIEKYEPNNSLARKGQISVDGFM 

RYLSGEENGWSPEKLDLNEDMSQPLSHYFINSS 

HNTYLTAGQLAGNSSVEMYRQVLLSGCRCVELD 

CWKGRTAEEEPVITHGFTMTTEISFKEVIEA1AEC 

AFKTSPFPILLSFENHVDSPKQQAKMAEYCRLIFG 

DALLMEPLEKYPLESGVPLPSPMDLMYKILVKN 

KKKSHKSSEGSGKKKLSEQASNTYSDSSSMFEPS 

SPGAGEADTESDDDDDDDDCKKSSMDEGTAGSE 

ANIATEEMSNLVNYIQPVKFESFEISKKRI^KSFEM 

SSFVETKGLEQLTKSPVEFVEYNKMQLSRIYPKG 

TRVDSSNYMPQLFWNAGCQMVALNFQTMDLA 

MQINMGMYEYNGKSGYRLKPEFMRRPDKHFDP 

FTEGIVDGIVANTLSVKtlSGQFLSDKKVGTYVEV 

DMFGLPVDTRRKAFKTKTSQGNAVNPVWEEEPI 

VFKKVVIJ > TL^CLRIAVYEEGGKFIGHRJLPVQAI 

RPGYHYICLRXERNQPLTLPAVFVYIEVKDYVPD 

TYADVIEALSNPIRyVNLMEQRAKQLAALTLEDE 

EEVKKEADPGETPSEAPSEARTTPAENGVNHTTT 

LTPKPPSQALHSQPAPGSVKAPAKTEDLIQSVLTE 

VEAQTffiELKQQKSFVKLQKKHYKEMKDLVKR 

HHKKTTOLIKEHTTKYNEIQNDYLRRRAAUEKS 

AKKDSKXKSEPSSPDHGSSTIEQDLAALDAEMTQ 

KLIDLKDKQQQQLLNLRQEQYYSEKYQKREHIK 

LLIQKLTDVAEECQNNQLKKIJKEICEKEKKELKK 

KMDKKRQEKITEAKSKDKSQMEEEKTEM1RSYI 

QEWQYIKRLEEAQSKRQEKLVEKHKEIRQQILD 

EKPKLQVELEQEYQDKFKRLPLEELEFVQEAMKG 

MobUoNHOSArLSLDSDFGKVNHKTPSSE 

IPGKEFDTPL 


3824 


A 


1 


426 


ILHWFVHRWSGRNNREKIGVHVGFEEILNMEPY 
CCRETLKSLRPECFIYDLSAWMHHGKGFGSGH 

i 1A iLiJNolUjur W VHCNUoJUjoMClMJJliVUKA 

QAYILFYTQRVTENGHSKLLPPELLLGSQHFNED 
ADTSSNEILS 


3825 


A 


3 


364 


GIRAKFPNKIPVVVERYPRETFLPPLDKTKFLVPQ 
ELTMTQFLSHRSRMVLRATEAFYLLVNNKSLVS 
MSATMAEIYRDYKDEDGFVYMTYASQETFGCLE 
SAAPRDGSSLEDRPLHPL 


3826 


A 


1 


1237 


PEKKFERECREAEKAQQSYERLDNDTNATKADV 

HKHFYWIPQIYKQLQEMDERRTIKLSECYRGFA 

DSERKVIPnSKCLEGMILAAKSVDERRDSQMW 

DSFKSGFEPPGDFPFEDYSQHIYRTISDGTISASKQ 

ESGKMDAKTTVGKAKGKLWLFGKKPKGPALED 

FSHLPPEQRRKKLQQRJDELNRELQKESDQKDAL 

NKMKDVYEKNPQMGDPGSLQPKIAETMNNIDR 



444 



WO 01/57190 



PCT/US01/04098 



SEO ID 
NO: 


Method 


Predietpri 
beginning 
nucleotide 
location * 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino flctd sentience fA^Alanine f^f'vstpinp rhsAcnorHr* a«*ih 
E"=Glutaraic Acid, ^Phenylalanine, G=GIycine, H=Histidlne, 
I«IsoIeucine, KNLysine, IHLeucine, M-Methionine, 
N^Asparagine, P=Proline, Q=Glutamtne, R=Arginine, S^Serine, 
^Threonine, V=VaIine, W^ryptophan, Y=Tyrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










LRMEIHK^IEAWLSEVEGKTGGRGDRRHSSDINH 
LVTQGRESPEGSYTODANQEVRGPPQQHGHHNE 
FDDEFEDDDPLPAIGHCKAIYPFDGHNEGTLAMK 
EGEVLY1IEEDKGDGWTRARRQNGEEGYVPTSYI 
DVTLEKNSKGS 


3827 


A 


2 


1584 


INPVSSAVNGEAHSSHETRGQNSNALPSVLLELL 

SQSCLIPAMSSYLRM)SVLDMARHVPLYRALLEL 

LRAIASCAAMVPLLLPLSTENGEEEEEQSECQTS 

VGTLLAKMKTCVDTYTNRLRSKRENVKTGVKP 

DASDQEPEGLTLLVPDIQKTAEIVYAATTSLRQA 

NQEKKLGEYSKKAAMKPKPLSVLKSLEEKYVAV 

MKKLQFDTFEMVSEDEDGKLGFKVNYHYMSQV 

KNANDANSAARARRLAQEAVTLSTSLPLSSSSSV 

FVRCDEERLDIMKVLITGPADTPYANGCFEFDVY 

FPQDYPSSPPLVNLETTGGHSVRFNPNLYNDGKV 

CLSILNTWHGRPEEKWNPQTSSFLQVLVSVQSLI 

LVAEPYFNEPGYERSRGTPSGTQSSREYDGNIRQ 

ATVKWAMLEQIRNPSPCFKEVIHKHFYLKRVEIM 

AQCEEWIADIQQYSSDKRVGRTMSHHAAALKRH 

TAQLREELLKLPCPEGLDPDTDDAPEVCRATTGA 

EETLMHDQVKPSSSKELPSDFQL 


3828 


A 


1415 


845 


PRVPATLVSLDPWHCFPTAGRLAGSTWVPPACT 

LQLGPSSEHELDNHRAPLLSLPSQESLSFTPWYLV 

ACKPLFHIFCPLFACFMQEGKVQYLFLHLSHMRL 

LNYYFFPFLAPESLMQALEDLDYLAALDNDGNL 

SEFGHMSEFPLDPQLSKSILASCEFDCVDEVLTIA 

AMVTGILNDYSFSFFANLH 


3829 


A 


199 


683 


VDHTPVLSKPQCFSSVKWGATLSARSQKTSGIGR 
LMVHVIEATELKACKPNGKSNPYCEISMGSQSYT 
TRTIQDTLNPKWNFNCQFFIKDLYQDVLCLTLFD 
RDQFSPDDFLGRTEIPVAKIRTEQESKGPMTRRLL 
LHEVPTGEVWVRFDLQLFEQKTLL 


3830 


A 


1747 


404 


RKMMEESGIETTPPGTPPPNPAGLAATAMSSTPV 

PLAATSSFSSPNVSSMESFPPLAYSTPQPPLPPVRP 

SAPLPFVPPPAVPSVPPLVTSMPPPVSPSTAAAFG 

NPPVSHFPPSTSAPNTLLPAPPSGPPISGFSVGSTY 

DITRGHAGRAPQTPLMPSFSAPSGTGLLPTPITQQ 

ASLTSLAQGTGTTSAITFPEEQEDPRITRGQDEAS 

AGGIWGFIKGVAGNPMVKSVLDKTKHSVESMIT 

TLDPGMAPYIKSGGELDIVVTSNKEVKVAAVRD 

AFQEVFGLAVWGEAGQSNIAPQPVGYAAGLKG 

AQERIDSLRRTGVIHEKQTAVSVENFIAELLPDK 

WFDIGCLWEDPVHGIHLETFTQATPVPLEFVQQ 

AQSLTPQDYNLRWSGLLVTVGEVLEKSLLNVSR 

TDWHMAFTGMSRRQMIYSAARAIAGMYKQRLP 

PRTV 


3831 


A 


5 


674 


FWTRSAWHEGLQQMKANDPSLQEVNLYNIKNIP 
PTLREFMCALETNTHVKKFSLAATRSNDPVAIAF 

A TYK AT T^l fXTT' HT HPO T \T TIT PT 1 l. , T r T , /TT , /""» TT ATX JT"? A T T/T5VT 

ADMLKVNTTLTSLNIE 

DTLTEIKIDNQRQQLGTAVEME1AQMLEENSRIL 
KFGYQFTKQGPRTRVAAAITK2WDLAWQKDTQ 
EQTSIWQWSQSIAGFNPQFEVQGQNARSWMEE 
LGKAFHQFVRRELKQTEGKLP 


3832 


A 


164 


782 


EPWVPMDVAESPERDPHSPEDEEQPQGLSDDDIL 
RDSGSDQDLDGAGVRASDLEDEESAARGPSQEE 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 

A- 1 WUIWlVU villi 

nucleotide 

location 

corresponding 

to last amino 

add residue of 

peptide 

sequence 


E=GIutamic Acid, ^Phenylalanine, (^Glycine, H=Histidine, 
I=Isoleudne, K=Lyslne, J>Leudne, M=Methionine, 
N^Asparaginc, P=Proline, Q=Glutamine, R«Arginine, S«Serine, 
T«Threonine, V=*Valine, ^Tryptophan, Y=Tyrosine, 
X^Unknown, *=Stop codon, /=possible nucleotide deletion, 
\=possible nucleotide insertion 










EDNHSDEEDRASEPKSQDQDSEVNELSRGPTSSP 

CEEEGDEGEEDRTSDLRDEASSVTRELDEHELDY 

DEEVPEEPAPAVQEDEAEKAGAEDDEEKGEGTP 

REEGKAGVQSVGEKESLEAAKEKKKEDDDGEID 

DEEMY 


3833 


A 


122 


1676 


SQPPHFTQKMNENKDTDSKKSEEYEDDFEKDLE 

WLINENEKSDASHEMACEKEENINQDLKENETV 

MEHTKRHSDPDKSLQDEVSPRKNDIISVPGIQPLD 

PISDSDSENSFQESKLESQKDLEEEEDEEVRRYIM 

EKIVQANKLLQNQEPVNDKRERKLKFKDQLVDL 

EVPPLEDTTTSKKYFENERNMFGKLSQLCISNDF 

GQEDVLLSLTNGSCEENKDRHLVERDGKFELLN 

LQDIASQGFLPPINNANSTENDPQQLLPRSSNSSV 

SGTBCKEDSTAKIHA\TIHSSTGEPLAYIAQPPLNR 

KTCPSSAVNSDRSKGNGKSNHRTQSAHISPVTST 

YCLSPRQKELQKQLEEKREKLKREEERRKIEEEK 

EKK^MDIVFKAWLQKKREQVLEMRRIQRAKEI 

EDMNSRQENRDPQQAFRLWLKKKHEEQMKERQ 

TEELRKQEECLFFLKGTEGRERAFKQWLRRKRM 

EKMAEQQAVRERTRQLRLEAKRSKQLQHHLYM 

SEAKPFRFTDHYN 


3834 


A 


575 


774 • 


RSRTEELSNSGILKAMSKDLVTFGDVAVNFSQEE 
WEWLNPAQRNLYBXVMLENYRSLVSLGKDMSP 


3835 


A 


2 


100 


ASDFYLRYYVGHKGKFGHEFLEFEFRPDGVYV 


3836 


A 


91 


749 


RPTPGHGDFWMQPLTKDAGMSLSSVTLASALQV 

RGEALSEEEIWSLLFLAAEQLLEDLRNDSSDYVV 

CPWSALLSAAGSLSFQGRVSHEEAAPFKAPELLQ 

GQSEDEQPDASQMHVYSLGMTLYWSAGFHVPP 

HQPLQLCEPLHSILLTMCEDQPHRRCTLQSVLEA 

CRVHEKEVSVYPAPAGLHIRRLVGLVLGTISEVS 

REPCFSSSSCWSCVAIKI 


3837 


A 


3 


1214 


SLGCTNSARGKGQDDEVRTLMANGAPFTTDWFS 

KLRVSCGYIGDNCKNGADVNAKDMLKMTALH 

WATERHHRDWELLIKYGADVHAFSKFDKSAFD 

IALEKNNAEILmQEAMQNQVNVNPERANPVTD 

PVSMAAPFnTSGEVVNLASLISSTNTKTTSGDPH 

ASTVQFSNSTTSVLATLAALAEASVPLSNSHRAT 

ANTEEHEGNSVDSSIQQVMGSGGQRVITIVTDGV 

PLGNIQTSIPTGGIGHPFIVTVQDGQQVLTVPAGK 

VAEETVIKEEEEEKLPLTKKPRIGEKTNSVEESKE 

GNERELLQQQLQEANRRAQEYRHQLLKKEQEAE 

QYRLKLEAIARQQPNGVDFTMVEEVAEVDAVV 

VTEGELEERETKVTGSAGATGPPTRVSMATVSS 


3838 


A 


1 


1332 


MffiDNKENKDHSLERGRASLIFSLKNEVGGLIKA 

LKIFQEKHVNLLHIESRKSKRRNSEFEIFVDCDIN 

REQLNDIFHLLKSHTNVLSVNLPDNFTLKEDGME 

TVPWFPKKISDLDHCANRVLMYGSELDADHPGF 

KDWYRKRRKYFADLAM>TYXHGDPIPKVEFTEE 

EIKTWGTWQELNKI/YPTHAOT 

CGYREDNIPQLEDVSNFLKERTGFSIRPVAGYLSP 

RDFLSGLAFRVFHCTQYVRHSSDPFYTPEPDTCH 

ELLGHVPLLAEPSFAQFSQEIGLASLGASEEAVQ 

KLATCYFFTVEFGLCKQDGQLRVFGAGLLSSISE 

LKHALSGHAKVKPFDPKITCKQECLITTFQDVYF 

VSESFEDAKEKMREFTKTEKRPFGVKYNPYTRSI 
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S£QD> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D=Aspartic Acid, 
E=Glutaraic Acid, F-Phenylalanine, G=Glycine, H=Histidine, 
I^Isoleucine, K»Lysine, L°Leuclne, M^Methionine, 
n^Asparagine, r^rroune, t^oiutamine! K = Arginine, S =3 Scrine, 
T-^Threonine, V=Valine, W^Tryptophan, Y^rosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
\ppossible nucleotide insertion 










QILKDTKSITSAMNELQHDLDWSDALAKVSRKP 
SI 


3839 


A 


3093 


520 


MVNFTVDQIRA1MDKKANIRNMSVIAHW 

TLTDSLVCKAGnASARAGETRFTOTOKDEQERCI 

TIKSTAISLFYELSENDLNFIKQSKDGAGFLINLID 

SPGHVDFSSEVTAALRVTDGALVVVDCVSGVCV 

QTETVLRQAIAERIKPVLMMNKMDRALLELQLE 

PEELYQTFQRIVENTVNVnSTYGEGESGPMGNIMI 

DPVLGTVGFGSGLHGWAFILKQFAEMYVAKFA 

AKGEGQLGPAERAKKVEDMMKKLWGDRYFDP 

ANGKFSKSATSPEGKKLPRTFCQLILDPIFKVFDA 

IMNFKKEETAKLIEKLDIKLDSEDKDKEGKPLLK 

AVMRRWLPAGDALLQMITIHLPSPVTAQKYRCE 

LLYEGPPDDEAAMGKSCDPKGPLMMYISKMVP 

TSDKGRFYAFGRVFSGLVSTGLKVRIMGPNYTPG 

KKEDLYLKPIQRTILMMGRYVEPIEDVPCGNIVG 

LVGVDQFLVKTGTITTFEHAHNMRVMKFSVSPV 

VRVAVEAKNPADLPKLVEGLKRLAKSDPMVQCI 

IEESGEHIIAGAGELHLEICLKDLEEDrlACIPIKKS 

DPWSYRETVSEESNVLCLSKSPNKHNRLYMKA 

RPFPDGLAEDIDKGEVSARQELKQRARYLAEKY 

CTUT\W A C A T> VTTT/'/^'DO'D'Pk/^'T'^'TyKTTT TTWrV/^XT^WTf 

D \vU V AHAKJvl WLr Lrr U\j 1 KjrN 1L 1 Ul i JyCj V YJL 

NEIKDSWAGFQWATKEGALCEENMRGVRFDV 

HDVTLHADAIHRGGGQIIPTARRCLYASVLTAQP 

RLMEPIYLVEIQCPEQWGGIYGVLNRKRGHVFE 

ESQVAGTPMFVVKAYLPVNESFGFTADLRSNTG 

GQAFPQCVFDHWQILPGDPFDNSSRPSQWAETR 

KRKGLKEGIPALDNFLDKL 


3840 


A 


2 


753 


SSTRSRDFCCSEAIQGSLTRRERRASGVRTRRSQG 

CC A \A A OVTT T XTl 7/"YC"D\ /TrTJTPT DT T '1 T7T1T OT nPOU 

boAMAbrLLLJLN VQ&hV 1 CrluLELLTllPJ^SIJJCGH 
SLCRACITVSNKEAVTSMGGKSSCPVCGISYSFE 
HLQANQHLANIVERIJCEVKLSPDNGKKRDLCDH 
HGEKLLLFCKEDRKVICWLCERSQEHRGHHTVL 

TEEVFKECQEKLQAVLKRLKKEEEEAEKLEADIR 

T7T?t^tc\a/v vo^/r^TTTP r\D Tf^TTrirnrvr x> err xTxrcr?r\"D 
xmiv 1 o Wis. i v^Vv^i £WK\^Kll</ i Hr JJl^LKoJLLlN JNilcl^JK 

ELQRLEEEEKKT 


3841 


A 


2 


405 


GKAFSCFTYLSQHRRTHA1AEKPYECKTCKKAFS 

T-TPriMT l^VITRPTTJTOPT^PVT?r i lirT7r , T?V' AT7QTin TPT 

xxr oinjl*js. v iTJtiK-Lri x vjiiJvr i iiUiSJioJKJsAr oWLl UJL 
LRHERIHTGKKSYECQQCGKAFTRSRFLRGHEKT 
HTGEKMHECKECGKALSSLSSLHRHKRTHWRDT 
L 


'3842 


A 


311 


88 


AVLKNMAPMTALGLLDLHILNLILFLSAGEDFTS 
VVSEIMMYILLVFLTLWIXIEMIYCYRKVSKAEE 
AAQENA 


3843 


A 


3 


1175 


APIRNSRTODFVRRVESKATSARCGLWGSGPRRR 
PASGMFRGLSSWLGLQQPVAGGGQPNGDAPPEQ 
PSETVAESAEEELQQAGDQELLHQAKDFGNYLF 
NFASAATKKITESVAETAQTIKKSVEEGKIDGIID 

NDEETIQQQILALSADKRNFLRDPPAGVQFNFDF 

DQMYPVALVMLQEDELLSKMRFALVPKLVKEE 

VFWRNYFYRVSLIKQSAQLTALAAQQQAAGKEE 

KSNGREQDLPLAEAVRPK1TPWIKSQLKTQEDE 

EEISTSPGVSEFVSDAFDACNLNQEDLRKEMEQL 

VLDKKQEETAVLEEDSADWEKELQQELQEYEV 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sentience fA^AIaninp f :sf vstelnp TlaAenopHi* A mi A 
E-GIutamic Acid, ^Phenylalanine, G=Glycine, BHEGstidine, 
I»Isoleucine, K=Lysine, L=»Leucine, M^Methiooine, 
N=»Asparagine, P^Proline, Q=Glutamine, R-Arginiae, S=Serine, 
Threonine, V^Valine, W=Tryptophan, Y-Tyrosine, 
X»Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=posslble nucleotide insertion 










VTESEKRDENWDKEIEKMLQEEN 


•5 OA A 

3844 


A 

A 


798 


148 


l^PAQIPEAWLIJLANVVVVLILVPLKDRLIDPLLL 

RCKLLPSALQKMALGMFFGFTSVIVAGVLEMER 

LHYIHHNETVSQQIGEVLYNAAPLSIWWQPQYL 

LIGISEIFASIPGLEFAYSEAPRSMQGAIMGIFFCLS 

GVGSLLGSSLVALLSLPGGWLHCPKDFGNINNCR 

MDLYFFLLAGIQAVTALLFVWIAGRYERASQGP 

ASHSRFSRDRG 


3845 


A 


3 


1934 


PEDSAPQYSRLFPNASQHITPSYNYAPNPDKHWI 

MRYTGPMKPIHMEFTNMLQRKRLQTLMSVDDS 

METIYNMLVETGELDNTYIVYTADHGYfflGQFG 

LVKGKSMPYEFDIRVPFYVRGPNVEAGCLNPHIV 

LNIDLAPTILDIA GLDIPADMDGKSILKLLDTERP 

VNRFHLKKKMRVWRDSFLVERGKLLHK^^ 

VDAQEENFLPKYQRVKDLCQRAEYQTACEQLG 

QKWQCVEDATGKLKLHKCKGPMRLGGSRALSN 

LVPKYYGQGSEACTCDSGDYKLSLAGRRKKLFK 

KKYKASYVRSRSIRSVAIEVDGRVYHVGLGDAA 

QPKNLTKRHWPGAPEDQDDKDGGDFSGTGGLP 

DYSAANPKVTHRCYILENDTVQCDLDLYKSLQ 

AWKDHKLHIDHEmTLQNKIKNLREVRGHLKKK 

RPEECDCHKJSYHTQHKGRLKHRGSSLHPFRKGL 

QEKDKVWLLREQKRKKKLRKLLKRLQNNDTCS 

MPGLTCFTHDNQHWQTAPFWTLGPFCACTSAN 

NNTYWCMRTINETHNFLFCEFATGFLEYFDLNT 

DPYQLMNAVNTLDRDVLNQLHVQLMELRSCKG 

YKQCNPRTRNMDLGLKDGGSYEQYRQFQRRKW 

PEMKRPSSKSLGQLWEGWEG 


3846 


A 


3 


1934 


PEDSAPQYSRLFPNASQHITPSYNYAPNPDKHWI 

MRYTGPMKPIHMEFimiLQRKRLQTLMSVDDS 

METIYNMLVETGELDNTYIVYTADHGYfflGQFG 

LVKGKSMPYEFDIRVPFYVRGPNVEAGCLNPHIV 

LNIDLAPTELDIAGLDIPADMDGKSILKLLDTERP 

VNRFHLKKKMRVWRDSFLVERGKLLHKRDNDK 

VDAQEENFLPKYQRVKDLCQRAEYQTACEQLG 

QKWQCVEDATGKLKLHKCKGPMRLGGSRALSN 

LVPKYYGQGSEACTCDSGDYKLSLAGRRKKLFK 

KKYKASYVRSRSIRSVAIEVDGRVYHVGLGDAA 

QPRNLTKRHWPGAPEDQDDKDGGDFSGTGGLP 

DYSAANPIKVTHRCYILENDTVQCDLDLYKSLQ 

AWKDHBCLHDDHEIETLQNKIKNLREVRGHLKKK 

RPEECDCHKISYHTQHKGRLKHRGSSLHPFRKGL 

QEKDKVWLLREQKRKKKLRKLLKRLQNNDTCS 

MPGLTCFTHDNQHWQTAPFWTLGPFCACTSAN 

NNTYWCMRTINETHNFLFCEFATGFLEYFDLNT - 

DPYQLMNAVNTLDRDVLNQLHVQLMELRSCKG 

YKQC^RTRNMDLGLKDGGSYEQYRQFQRRKW 

PEMKRPSSKSLGQLWEGWEG 


JU*f / 


A 


1 
i 


lZj / 


MvroAVJL.iArrli01oi>i 1 Irv V I JiJN I YMTNiiLPrr 

FQHPDLSPLLRYSFETN1APTGLSSLTVNSTAVPTT 
PAAFKSLNLPLQITLSAIMIFILFVSFLGNLVVCLM 
VYQKAAMRSAINILLASLAFADMLLAVLNMPFA 
LVTELTTRWIFGKFFCRVSAMFFWLFVIEGVAILL 
nSIDRFLUVQRQDKLNPYRAKVLIAVSWATSFCV 
AFPLAVGNPDLQIPSRAPQCVFGYTTNPGYQAYV 
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SEQID 
NO; 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, D^Asparttc Acid, 
E=Glutamic Acid, ^Phenylalanine, G^Glyclne, H«HUtidine, 
Hsoleucine, K=Lysine, Lp>Leudne, M=Methionine, 
N»Asparagtne, P^ProIine, Q=Glutamine, R»Argitiine, S=Serine* 
T=Threonine, V^Valine, W^Tryptophan, Y^Tyrosine, 
X=Unknown, *=Stop codon, A=possible nodeotide deletion, 
V=possible nucleotide insertion 










ILISLISFFIPFLVILYSFMGILNTLRHNALRfflSYPE 

GICLSQASKLGLMGLQRPFQMSIDMGFKTRAFTT 

ILILFAVFIVCWAPFTTYSLVATFSKHFYYQHNFF 

EISTWLLWLCYLKSALNPLIYYWRIKKFHDACLD 

MMPKSFKFLPQIJ'GHTKRRIRPSAVYVCGEHRT 

W 


3848 


A 


3 


2827 


SSAVAARRI^WASLVLAFLGVCLGITLAVDRS 

NFKTCEESSFCKRQRSIRPGLSPYRALLDSLQLGP 

DSLTVHLIHEVTKVLLYLELQGLQKhMTRFRIDE 

LEPRRPRYRVPDVLVADPPIARLSVSGRDENSVE 

LTMAEGPYKnLTARPFRLDLLEDRSLLLSVNARG 

LLEFEHQRAPRVSQGSKDPAEGDGAQPEETPRD 

GDKPEETQGKAEKDEPGAWEETFKTHSDSKPYG 

PMSVGLDFSLPGMEHVYGIPEHADNLRLKVTEG 

GEPYRLYNLDVFQYELYNPMALYGSVPVLLAHN 

PHRDLGIFWLNAAETWVDISSNTAGKTLFGKMM 

DYLQGSGETPQTDVRWMSETGITOVFLLLGPSISD 

VFRQYASLTGTQALPPLFSLGYHQSRWNYRDEA 

DVLEVDQGFDDHNLPCDVIWLDIEHADGKRYFT 

WDPSRFPQPRTMLERLASKRRKLVAIVDPHIKVD 

SGYRVHEELRNLGLYVKTRDGSDYEGWCWPGS 

AGYPDFTNPTMEAWWANMFSYDNYEGSAPNLF 

VWNDMNEPSVFNGPEVTMLKDAQHYGGWEHR 

DVHN1YGLY\HFIMATADGLRQRSGGMERPFVLA 

RAFFAGSQRFGAVWTGDNTAEWDHLKIS1PMCL 

SLGLVGLSFCGADVGGFFKNPEPELLVRWYQMG 

AYQPFFRAHAHLDTGRREPWLLPSQHNDIIRDAL 

GQRYSLLPFWYTLLYQAHREGIPVMRPLWVQYP 

f^lTY! /» I ■ 1 ' I? K.TTP»"P\ /"W/T T /"*T"\ ATT \ 7T.TTYI 70T\0 /*"> A lir<17AT7 

l^DVI I^NUJDQYLLGDALLVHrVSDSGAHGVQV 

YLPGQGEVWYDIQSYQKHHGPQTLYLPVTLSSIP 

WQRGGTIVPRWMRVRRSSECMKDDPITLFVALS 

PQGTAQGELFLDDGHTFNYQTRQEFLLRRFSFSG 

NTLVSSSADPEGHFETPIWIERVVIIGAGKPAAVV 

LQTKGSPESRLSFQHDPETSVLVLRKPGINVASD 

WSIHLR 


3849 


A 


1 


1717 


RARNARGCWGVCRSGFSSAVCGAARMEQVAEG 

ARVTAVPVSAADSTEELAEVEEGVGVVGEDNDA 

AARG AEAF GDSEEDGED VFEVEKILDMKTEGGK 

VLYKVRWKGYTSDDDTWEPEIHLEDCKEVLLEF 

RKKIAENKAKAVRKDIQRLSLNNDIFEANSDSDQ 

QSETKEDTSPKKKKKKLRQREEKSPDDLKKKKA 

KAGKLKDKSKPDLESSLESLVFDLRTKKRISEAK 

EELKESKKPKKDEVKETKELKKVKKGEIRDLKT 

KTREDPKENRKTKKEKFVESQVESESSVLNDSPF 

PEDDSEGLHSDSREEKQNTKSARERAGQDMGLE 

HGFEKPLDSAMSAEEDTDVRGRRKKKTPRKAED 

TRENRKLENKNAFLEKKTVPKKQRNQDRSKSAA 

ELEKLMPVSAQTPKGRRLSGEERGLWSTDSAEE 

DKP.TK^NESKKPTCK'nFVKFTOFT KKVKKfrFTRn 

J-*AvJ-> i IVXXJlXiwOiVlVJT rvXvJ_-/X_ip V JVC) 1 JnJCii^IvIV V JVXvVJJ_<JL1VL^ 

LKTKTREDPKENRKTKKEKFVESQVESESSVLND 

SPFPEDDSEGLHSDSREEKQNTKSARERAGQDM 

GLEHGFEKPLDSAMSAEEDTDVRGRRICKKTPRK 

AEDTRENRK1JENKNAFLEKKTVPKKQRNQDRSK 

SAAELEKLMPVSAQTPKGRRLSGEERGLWSTDS 

AEEDKETKRNESKKJPKKDEVKETKELKKVKKGE 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino &cld seniietirA fA^Alfliiinp f^Wvatpinp TtarA onfi»*rtr» A**Srl 

E=GIutamic Add, F=Pbenytalanine, G=Glyrine, H«Histidine, 
I«Isoleutine, K^Lysine, L=»Leucine, M=Methiontne, 
N=Asparagine, P^Proline, Q^GIutamine, R=Arginine 1 S=Serine, 
T=Threonine, V^Valine, W=Tryptophan, Y^Tyrosine, 
X~Unknown, *=Stop codon, /=possible nucleotide deletion, 
\=possfblc nucleotide insertion 










IRDLKTKTREDPKENRKTKKEKFVESQVESESSV 
LNDSPFPED/RQ*RATFRQQREEKSPDDLKKKKA 
KAGKIJKDKSKPDLESSIJBSLVFDLRTKKRISEAK 
EELKESKKPK 


3850 


A 


1113 


3975 


PAAAAAAAAAAAAAAGRGPSFTPCFSPSLAVEPS 

RRTRLGSDPAQAMAGNVKKSSGAGGGSGSGGS 

GSGGLIGLMKDAFQPHHHHHHHLSPHPPGTVDK 

KMVEKCWKLMDKVVKLCQNPKLALKNSPPYIL 

DLLPDTYQHLRTELSRYEGKMETLGENEYFRVF 

MENLMKKTKQTISLFKEG 

TBCLSLIFSHMIAELKGIFPSGLFQGDTrTUTKADA 

AEF WRKAFGEKTTVP WKSFRQ ALHEVHPISS GLE 

AMALKSTmLTO^YISVFEFDIFTRLFQPWSSLL 

RNWNSLAVTHPGYMAFLTYDEVKARLQK^ 

GSYIFRLSCTRLGQWAIGYVTADGNILQTrPHNKP 

LFQALIDGFREGFYLFPDGRNQNPDLTGLCEPTP 

QDHIKVTQEQYELYCEMGSTFQLCKICAENDKD 

VKIEPCGHLMCTSCLTSWQESEGQGCPFCRCEIK 

GTEPIWDPFDPRGSGSLLRQGAEGAPSPNYDDD 

DDERADDTLFMMKELAGAKVERPPSPFSMAPQA 

SLPPVPPRLDLLPQRVCVPSSASALGTASKAASGS 

LHKDKPLPVPPTLRDLPPPPPPDRPYSVGAESRPQ 

RRPLPCTPGDCPSRDKLPPVPSSRLGDSWLPRPIP 

KVPVSAPSSSDPWTGRELTNRHSLPFSLPSQMEP 

RPDVPRLGSTFSLDTSMSMNSSPLVGPECDHPKI 

KPSSSANAIYSLAARPLPYPKLPPGEQCEGEEDTE 

YMTPSSRPLRPLDTSQSSRACDCDQQIDSCTYEA 

MYNIQSQAPSITESSTFGEGNLAAAHANTGPEES 

ENEDDGYDVPKPPVPAVLARRTLSDISNASSS/FG 

LFVLERDP^PQNVTEGSQVPERPPBCPFPRRINSER 

KAGSCQQGSGPAASAATA\SPQLSSEIENLMSQG 

YSYQDIQKALVIAQNNIEMAKNILREFVSISSPAH 

VAT 


3851 


A 


2 


2781 


GRVGSMDGAMGPRGLLLCMYLVSLLILQAMPA 

LGSATGRSKSSEKRQAVDTAVDGVFIRSLKVNC 

KVTSRFAHYWTSQWNTANEAREVAFDLEPK 

TAFISDFAVTADGNAFIGDIKDKVTAWKQYRKA 

A1SGENAGLVRASGRTMEQFTIHLTVNPQSKVTF 

QLTYEEVLKJWHMQYEIVIKVKPKQLVH^ 

DIFEPQGISKLDAQASFLPKELAAQHKKSFSGKK 

GHVLFRPTVSQQQSCPTCSTSLLNGHFKVTYDVS 

RDKJCDLLVANNHFAHFFAPQNLTNMNKNVVFV 

IDISGSMRGQKVKQTKEALLKILGDMQPGDYFD 

LVLFGTRVQSWKGSLVQASEANLQAAQDFVRGF 

SLDEATOLNGGLLRGIEILNQVQESLPELSNHASI 

LIMLTDGDPTEGVTDRSQILKNVRNAIRGRFPLY 

NLGFGH>TVDFNFLEVMSMENNGRAQRIYEDHD 

ATQQLQGFYSQVAKPLLVDVDLQYPQDAVLALT 

/"VX.TT TT TTS" /^V\ rx r*T*> /"» Of?!"* TXT A /T»T A TYX. TTJ A"\ now A T*\X T f~\ a 

^JNlxrilsAj i YbGbElv VAGRIADNKQSSFKADVQA 

HGEGQEFSrrCLVDEEEMKKLLRERGHMLENHV 

ERLWAYLTIQELLAKRMKVDREVRANLSSQALR 

MSLDYGFVTPLTSMS1RGMADQDGLKPTIDKPSE 

DSPPLEMLGPRRTFVLSALQPSPTHSSSNTQRLPD 

RVTGVDTDPHFnHVPQI<£DTLCFNINEEPGVILS 

LVQDPNTGFSVNGQLIGNKARSPGQHDGTYFGR 
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NO: 


Mctnou 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


rrcuicicu cnu 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Amino acid sequence (A s Alnnine C c= Cystcine ) D^Aspartic Acid) 
E=Glutamic Acid, ^Phenylalanine, G~Glycine, H«Histidine, 
I=Isoleucinc, K=Lysine, I^Leudne, Al-Methionfne, 
N^Asparagine, P=Proline, Q=Glutazninc, R«Arginine, S=Serine, 
T^Threonine, V=Valine, W-O'ryptophan, Y«*Tyrosine, 
X=Unknown, *=Stop codon, ^possible nucleotide deletion, 
\-possibIe nucleotide insertion 










LGIAKPATDFQLEVTPQMTLNPGFGGPWSWRD 

QAVLRQDGVWTINKKRNLWSVDDGGTF\EV^ 

LHRVW\KGSS\VHQDFLGLLMCWDKSIGMSSPGR 

KGCWGQ\FFHPIRFLKVS*HPPPGSDPQKAQMPT 

MVVRNPPGLTVTARGLQKDYSKDPWHGAEVSC 

WFI\HNNGA*I\TDCAYTDYI\VPDIF 


3852 


A 


39 


1735 


TQVAEAGRGEGVVAGAETGRPQSAGMNLELLES 

FGQNYPEEADGTLDaSMALTCTFNRWGTLLAV 

GCNDGRI\^W\DF\LTRGIA*NKFSAHIHPVCSLC 

WSRDGHKLVSASTDNIVSQWDVLSGDCDQRFRF 

PSPILKVQYHPRDQNKVLVCPMKSAPVMLTLSD 

SKHVVLPVDDDSDLNVVASFDRRGEYIYTGNAK 

GKILVLKTDSQDLVASFRVTTGTSNTTAIKSIEFA 

RKGSCFLINTADRIIRVYDGREILTCGRDGEPEPM 

QKLQDLVNRTPWKKCCFSGDGEYIVAGSARQH 

ALYIWEKSIGNLVKILHGTRGELLLDVAWHPVRP 

IIASISSGWSIWAQNQVENWSAFAPDFKELDEN 

VEYEERESEFDIEDEDKSEPEQTGADAAEDEEVD 

VTSVDPIAAFCSSDEELEDSKALLYLPIAPEVEDP 

EENPYGPPPDAVQTSLMDEGASSEKKRQSSADG 

SQPPKKKPKTTNIELQGVPNDEVHPLLGVKGDG 

KSKKKQAGRPKGSKGKEKDSPFKPKLYKGDRGL 

PLEGSAKGKVQAELSQPLTAGGAISELL 


3853 


A 


45 


2603 


PLLFTCGREVRARDPEKEGTIWAGLKVQVQPRF 

LWILCFSMEETQGELTSSCGSKTMANVSLAFRDV 

SIDLSQEEWECLDAVQRDLYKDVMLENYSNLVS 

LDLEYKYITKNLLSEKNVCKIYLSQLQTGEKSKN 

TIHEDTIFRNGLQCKHEFERQERHQMGCVSQMLr 

QKQISHPLHPKIHAREKSYECKECRKAFRQQSYLI 

QHLRIHTGERPYKCMECGKAFCRVGDLRVHHTI 

HAGERPYECKECGKAFRLHYHLTEHQRIHSGVK 

PYECKECGKAFSRVRDLRVHQTIHAGERPYECK 

ECGKAFRLHYQLTEHQRIHTGERPYECKVCGKT 

FRVQRfflSQHQKIHTGVKPYKCNECGKAFSHGS 

YLVQHQKIHTGEKPYECKECGKSFSFHAELARH 

RRIHTGEKPYECRECGKAFRLQTELTRHHRTHTG 

EKPYECKECGKAFICGYQLTLHLRTHTGEIPYEC 

KECGKTFS SRYHLTQHYRIHTGEKP YICNECGKA 

FRLQGELTRHHRIHTCEKPYECKECGKAFIHSNQ 

HSHQRMTSESTYICKECGKIFSRRYNLTQHFKIH 

TGEKPYICNECGKAFRFQTELTQHHR1HTGEKPY 

KCTECGKAFIRSTHLTQHHRIHTGEKPYECTECG 

KTFSRHYHLTQHHRGHTGEKPYICNECGNAFICS 

YRLTLHQRIHTGELPYECKECGKTFSRRYHLTQH 

FRLHTGEKPYSCKECGNAFRLQAELTRHHIVHTG 

EKPYKCKECGKAFSVNSELTRHHRIHTGEKPYQC 

KECGKAITRSDQLILHQ\KIILW\NPMHNVKRIR 

WPLENAL*QRICNLRNFLFVTEHVGIPFTSCSQFI 

RNYFVC 


3854 


A 


108 


894 


LQSCWVPGIPWPSVGWLSWLKDLPSCEIHSASLS 
AVLQGPQCSEMLWPKNLTSWDDSSSVSSGISDTI 
DNLSTDDINTSSSISSYANTPASSRKNLDVQTDAE 
KHSQVERNSLWSGDDVKKSDGGSDSGKMEPGS 
KWRRNPSDVSDESDKSTSGKKNPVISQTGSWRR 
GMTAQVGITMPRTKASAPAGALKTPGTGKRPGL 



451 



WO 01/57190 



PCT/US01/04098 



NO: 


IflClflUU 


* rcuicicu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


rrcuicicu ciiu 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


amiiiu uciu sequence ^/v^vwauine L.^^ysceine, f^Aspflrnc Acid, 
E=Glutamic Acid, ^Phenylalanine, G^Glycine, H=HistidIpe, 
l^Isoleutine, K=Lysine, L=Leutine, M=Wcthionine, 
N=Asparagine, P=»ProIine, Q^Glutamine, R^Arginine, S=Serine, 
T«Threonine, V=Va!ine, W=Tryptophan, Y=0Tyrosine, 
X=Unknown, *=Stop codon, /^possible nucleotide deletion, 
possible nucleotide insertion 










S\GPGAPTPAAPPQLARMAWAFSLSAASTPAVSP 
STSPSAVEGSPAmPLASSPPPRTTP*LPLSELTV* 
RPQELVRGRGCLGPGAPTPAAPPQLARMAWAFS 
LSAASTPAVSPSTSPSAVEGSPAHLPLASSPPPRT 
TP 


3855 


A 


1 


772 


FRGGDGAPGVLKPGNPLPFPLPPLQYPPPSTLSHS 

DNLAMTSRSTARPNGQPQASKICQFKLVLLGESA 

VGKSSLVLRFVKGQFHEYQESHGAAFLTQSVCL 

DDTTVKFEIWDTAGQERYHSLAPMYYRGAQAAI 

VVYDITNQETFARAKTWYKELQRQASPVSIVYGL 

AGNKADIANKRMVEYEEAQAYADDNSLLFMET 

SAKTAMNVNDLFL\AIA*EVAKRVNPQNLG\GVA 

AGRSRGVDLHEQS\QQNKSQCCSN 


3856 


A 


2815 


352 


LGLEAAARPRPGGPAAMQDGNFLLSALQPEAGV 

CSLALPSDLQLDRRGAEGPEAERLRAARVQEQV 

RARLLQLGQQPRHNGAAEPEPEAETARGTSRGQ 

YHTLQAGFSSRSQGLSGDKTSGFRPIAKPAYSPA 

SWSSRSAVDLSCSRRLSSAHNGGSAFGAAGYGG 

AQPTPPMPTRPVSFHERGGVGSRADYDTLSLRSL 

RLGPGGLDDRYSLVSEQLEPAATSTYRAFAYER 

QASSSSSRAGGLDWPEATEVSPSRT1RAPAVRTL 

QRFQSSHRSRGVGGAVPGAVLEPVARAPSVRSLS 

LSLADSGHLPDVHGFNSYGSHRTLQRLSSGFDDI 

DLPSAVKYLMASDPNLQVLGAAYIQHKCYSDAA 

AKKQARSLQAVPRLVKLFNHANQEVQRHATGA 

MRNLIYDNADNKLALVEENGIFELLRTLREQDDE 

LRKNVTGILWNLSSSDHLKDRLAKKTPLE\QLTVD 

LGV*APLSGAGGPP\LIQQNASEAEIFYNATGFPR 

NLSSASQATRQKMRECHGLVDALVTSINHALDA 

GKCEDKSVENAVCVLRNLSYRLYDEMPPSALQR 

LEGRGRRDLAGAPPGEVVGCFTPQSRRLRELPLA 

ADALTFAEVSKDPKGLEWLWSPQIVGLYNRLLQ 

RCELNRHTTEAAAGALQNITGGVDPRGPGGLSRL 

ALEQERILNPLLDRVRTADHHQLRSLTGLIRNLS 

RNARNKDEMSTKVV\SHLI\EKLPGSVGEKSPPAE 

VLV\NI\IAVFNNLGWLASPI/ALARDLLYFDGLRK 

LIFIKKKRDSPDSEKSSRAASSLLAJ^WQYNKLH 

RDFRAKGYRKEDFLGP 


3857 


A 


1034 


204 


VAVTLLSQLPSAIQRTAAWEMRAPLTFRVPLALD 

LIKPEHCTVNVDNSLSIPVIAAELWRKPSEKGM 

QQKKKTBCDLGFRAGKESKTEWRK*GLQDMASQ 

MFALPLK*PVTAAFHDSSMPSSLLQIEMEQLFLE 

ARLQ/PDSKSEARRNQCDSMLLRNQQLCSTCQE 

MKMVQPRTMKPDDPKASFENCMSYRMSLHQP 

KFQTTPEPFHDDIPTENIHLQNL/PELGPRTAVFHG 

LLTEAYKTLKERQRSSLPRKEPIGKTTEAVSGRSS 

SPPRLPERK 


3858 


A 


203 


3469 


SHQEIEQNSAMAPRKRGGRGISFIFCCFKNNDHPE 

ITYRLRNDSNFALQTMEPALPMPPVEELDVMFSE 

LVDELDLTDKHREAMFALPAEKKWQIYCSKKK 

DQEENKGATSWPEFYIDQLNSMAARKSLLALEK 

EEEEERSKTIESLKTALRTKPMRFVTRFIDLDGLS 

CILNFLKTMDYETSESRJHTSLIGCIKALMNNSQG 

RAHVLAHSESINV1AQSLSTENIKTKVAVLEILGA 

VCLVPGGHKKVLQAMLHYQKYASER1RFQTLIN 
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SEQ ID 

NO: 


Method 


1 Predicted 
beginning 
nucleotide 
location 
corresponding 
to first amino 
add residue of 
peptide 
sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino d£id RMuniri* fAoA]t)n|fi£ O^fvAtPinp nsAcnorfif* AHrl 

E-Glutamfc Add, ^Phenylalanine, G^GIydne, H^Histidine, 
I«Isoleucine, K»Lysine, L^Leucine, M a Methionfne, 
N B Asparagine, P^Proline, Q»Glntamine, R»Arginine, S=Serine, 
T^Threonine, V»Vaiine, W»Tryptophan, Y=Tyrosine, 
X»Unknown, *=Stop codon, /=possible nucleotide deletion, 
\=posstble nudeotide insertion 










DLDKSTGRYRDEVSLKTAIMSFINAVLSQGAGVE 

SLDFRLHLRYE\FLMLGIHPVMDKLRKHENSTLD 

RHLDFFEMLKNEDELEFAKRFELVHIDTKSATQM 

FELTRKRLTHSEAYPHFMSILHHCLQMPYKRSGN 

TVQYWLLLDRnQQIVIQNDKGQDPDSTPLENFNI 

KNVVRMLVNENEVKQWKEQAEKMRKEHNELQ 

QKI^KKERECDAKTQEKEEMMQTLNKMKEKLE 

KETTEHKQVKQQVADLTAQLHELSRRAVCASIP 

GGPSPGAPGGPFPSSVPGSLLPPPPPPPLPGGMLPP 

PPPPLPPGGPPPPPGPPPLGAIMPPPGAPMGLALK 

KKSIPQPTNALK5FNWSKLPENKLEGTVWTEIDD 

TKVFKILDLEDLERTFSAYQRQQDFFVNSNSKQK 

EADAIDDTLSSKLKVKELSVIDGRRAQNCNILLS 

RLKLSM)ELKRAILTMDEQEDLPKDMLEQLLKFV 

PEKSDIDLLEEHKHELDRMAKADRFLFEMSRINH 

YQQRLQSLYFKKKFAERVAEVKPKVEAIRSGSEE 

VFRSGALKQLLEWLAFGNYMNKGQRGNAYGF 

KISSLNKIADTKSSIDKMTLLHYLITIVENKYPSV 

LNLNEELRDIPQAAKVNMTELDKEISTLRSGLKA 

VETELEYQKSQPPQPGDKFVSWSQFITVASFSFS 

DVEDLLAEAKDLFTKAVKHFGEEAGKIQPDEFF 

GIFDQFLQAVSEAKQENENMRKKKEEEERRARM 

EAQLKEQRERERKMRKAKENSEESGEFDDLVSA 

LRSGEVFDKDLSKLKRNRKRJTNQMTDSSRERPI 

TKLNF 


3859 


A 


1279 


141 


RVEHLSEFLVDIKPSLTFDVIPLLDPYGPAGSDPS 

LEFLVVSEETYRGGMAINRFRLENDLEELALYQI 

QLLKDLRHTENEEDKVSSSSFRQRMLGNLLRPPY 

ERPELPTCLYVIGLTGISGSGKSSIAQRLKGLGAF 

VIDSDHLGHRAYAPGGPAYQPVVEAFGTDILHK 

DGDNRKVLGSRWGNKXQLKILTDMWPIIAKLA 

REEMDRAVAEGKRVCVIDAAVLLEAGWQNLVH 

EVWTAVTPETEAVRRIVERDGLSEAAAQSRLQSQ 

MSGQQLVEQSHWLS'RCGSRISPNARWRKPGPS 

CRSAFPRLIRPSTEKFSVGPDWLLELTSDPWRRN 

GGLDAHPGSGPEVQADLCRTWPGLVDTGSLPNTL 

VFGQH 


3860 


A 


1 


3881 


MGQKSVGASYVQIPLVPPLSRHPKGLGHEDRWS 

SYCLSSLAAQNICTSKLHCPAAPEHTDPSEPRGSV 

SCCSLLRGLSSGWSSPLLPAPVC^NKAIFTVDA 

KTTEE.VANDKACGLLGYSSQDLIGQKLTQFFLR 

SDSDVVEALSEEHMEADGHAAVWGTVVDIISRS 

GEKIPVSVWMKRMRQERRLCCVVVLEPVERVST 

WVAFQSDGTVTSCDSLFAHLHGYVSGEDVAGQ 

HITDLIPSVQLPPSGQHIPKNLKIQRSVGRARDGT 

TFPLSLKLKSQPSSEEATTGEAAPVSGYRASVWV 

FCTISGLITLLPDGTIHGINHSFALTLFGYGKTELL 

GKNITFLIPGFYSYMDLAYNSSLQLPDLASCLDV 

GNiiauCCjliRTLDrWQuyDr^ 

GGHWPRDEIRKLMESQDIFTGTQTELIAGGQLL 

SCLSPQPAPGVDNVPEGSLPVHGEQALPKDQQIT 

ALGREEPVAIESPGQDLLGESRSEPVDVKPFASCE 

DSEAPVPAEDGGSDAGMCGLCQKAQLERMGVS 

GPSGSDLWAGAAVAKPQAKGQLAGGSLLMHCP 

CYGSEWGLWWRSQDLAPSPSGMAGLSFGTPTLD 
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SEQ1D 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A=Alanlne OCysteine, D=Aspartic Acid, 
E=GJutamic Add, ^Phenylalanine, G=G1ycine, H=>Histidine, 
I^Isoieucine, KpLysine, L=Leucine, M^Methionine, 
N=Asparagine, P^Prollne, Q=Giu£aniine, R=Arginine, S=Serine, 
T=Threonine, V^Valine, W=*Tryptopban, Y-Tyrosine, 
X=Unknown, *=Stop codon,/=pos3ible nucleotide deletion, 
^possible nucleotide insertion 










EPWLGVENDREELQTCUKEQLSQLSLAGALDVP 

HAELVPTECQAVTAPVSSCDLGGRDLCGGCTGS 

SSACYALATDLPGGLEAVEAQEVDVNSFSWNLK 

ELFFSDQTDQTSSNCSCATSELRETPSSLAVGSDP 

DVGSLQEQGSCVLDDRELLLLTGTCVDLGQGRR 

FRESCVGHDPTEPLEVCLVSSEHYAASDRESPGH 

VPSTLDAGPEDTCPSAEEPRLNVQVTSTPVIVMR 

GAAGLQREIQEGAYSGSCYHRDGLRLSIQFEVRR 

VELQGFITLFCCWLVKDLLHSQRDSAARTRLFL 

ASLPGSTHSTAAELTGPSLVEVLRARPWFEEPPK 

AVELEGLAACEGEYSQKYSTMSPLGSGAFGFVW 

TAWKEKNKEVVVKFIKKEKVLEDCWIEDPKLG 

KVTLEIAILSRVEHANHKVLDIFENQGFFQLVME 

KHGSGLDLFAFIDRHPRLDEPLASYIFRQVRAGVQ 

DFGSAAYLERGKLFYTFCGTIEYCAPEVLMGNPY 

RGPELEMWSLGVTLYTLVFEENPFCELEETVEAA 

IHPPYLVSKELMSLVSGLLQPVPERRTTLEKLVT 

DPWVTQP VNLADYTWEE VFRVNKPESG VLS AA S 

LEMGNRSLSDVAQAQELCGGPVPGEAPNGQGCL 

HPGDPRLLTS 


3861 


A 


1 


3881 


MGQKSVGASYVQIPLVPPLSRHPKGLGHEDRWS 

SYCLSSLAAQNICTSKLHCPAAPEHTDPSEPRGSV 

SCCSLLRGLSSGWSSPLLPAPVCNPNKAIFTVDA 

KTTEILVANDKACGLLGYSSQDLIGQKLTQFFLR 

SDSDWEALSEEHMEADGHAAWFGTWDIISRS 

GEECIPVSVWMKRMRQERRLCCVVVLEPVERVST 

WVAFQSDGTVTSCDSLFAHLHGYVSGEDVAGQ 

HITDLIPSVQLPPSGQHIPKNLKIQRSVGRARDGT 

TFPLSLKLKSQPSSEEATTGEAAPVSGYRASVWV 

FCTISGLITLLPDGTIHGINHSFALTLFGYGKTELL 

GiCNITFLIPGFYSYMDLAYNSSLQLPDLASCLDV 

GNESGCGERTLDPWQGQDPAEGGQDPRINWLA 

GGHVWRDEIRKLMESQDIFTGTQTELIAGGQLL 

SCLSPQPAPGVDNVPEGSLPVHGEQALPKDQQIT 

ALGREEPVAffiSPGQDLLGESRSEPVDVKPFASCE 

DSEAPVPAEDGGSDAGMCGLCQKAQLERMGVS 

GPSGSDLWAGAAVAKPQAKGQLAGGSLLMHCP 

CYGSEWGLWWRSQDLAPSPSGMAGLSFGTPTLD 

EPWLGVENDREELQTCLIKEQLSQLSLAGALDVP 

HAELVPTECQAVTAPVSSCDLGGRDLCGGCTGS 

SSACYALATDLPGGLEAVEAQEVDVNSFSWNLK 

ELFFSDQTDQTSSNCSCATSELRETPSSLAVGSDP 

DVGSLQEQGSCVLDDRELLLLTGTCVDLGQGRR 

FRESCVGHDPTEPLEVCLVSSEHYAASDRESPGH 

VPSTLDAGPEDTCPSAEEPRLNVQVTSTPVIVMR 

GAAGLQREIQEGAYSGSCYHRDGLRLSIQFEVRR 

VELQGPTPLFCCWLVKDLLHSQRDSAARTRLFL 

ASLPGSTHSTAAELTGPSLVEVLRARPWFEEPPK 

AVELEGLAACEGEYSQKYSTMSPLGSGAFGFVW 

TAVDKEKNKEVWKFIKKEKVLEDCWIEDPKLG 

KVTLEIAJLSRVEHANHKVLDIFENQGFFQLVME 

KHGSGLDLFAFIDRHPRLDEPLASY1FRQVRAG\Q 

SRLVSAVGYLRLKDIIHRDIKDENIVIAEDFTIKLI 

DFGSAAYLERGKLFYTFCGHEYCAPEVLMGNPY 
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SEQ DO 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residne of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of. 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, 0=Aspartic Acid, 
EXIIutamic Add, ^Phenylalanine, G=Glycine, H«Histidine, 
l=lsoleudne, K-Lyslne, JLpLeudne, M=Methionine, 
N«Asparagine, P=ProI/ne, Q=G\utamiae f R»Arginine, S^Serine, 
T=Tnreonine, V^Vaiine, W=Tryptophan, Y=»Tyrosine, 
X=Un known, *=Stop codon, /=posslble nucleotide deletion, 
V=possibIe nucleotide insertion 










RGPELEMWSLGVTLYTLVFEENPFCELEETVEAA 
IHPPYLVSKELMSLVSGLLQPWERRTTLEKLVT 
DP WVTQPVNL AD YTWEE WRVNKPESG VLSAA S 
LEMGNRSLSDVAQAQELCGGPVPGEAPNGQGCL 
HPGDPRLLTS 


3862 


A 


399 


2069 


TMDRSKRNSIAGFPPRVE\RLEEFEGGGGGEGNV 

SQVGRVWPSSYRALISAFFRLTRLDDFTCEKIGSG 

FFSEVFTCVRHRASGQVMALKMNTLSSNRANML 

KEVQLMNRLSHPNILRYINSGNLEQLLDSNLHLP 

WTVRVKLAYDIAVGLSYLHFKGFHRDLTSKNC 

LEKRDENGYSAWADFGLAEKIPDVSMGSEKLA 

WGSPFWMAPEVLRDEPYNEKADVFSYGIILCEII 

ARIQADPDYLPRTENFGLDYDAFQHMVGDCPPD 

FLQLTFNCCNMDPKLRPSFVEIGKTLEEILSRLQE 

EEQERDRKLQPTARGLLEKAPGVKRLSSLDDKIP 

HKSPCPRRTIWLSRSQSDIFSRKPPRTVS 

RPRDGAARTPKVNPFSARQDLMGGKIKFFDLPSK 

SVISLVFDLDAPGPGTMPLADWQEPLAPPIRRWR 

SLPGSPEFLHQEACPFVGREESLSDGPPPRLSSLK 

YRVKEIPPFRASALPAAQAHEAMDCSILQEENGF 

GSRPQGTSPCPAGASEEMEVEERPAGSTPATFSTS 

GIGLQTQGKQDG 


3863 


A 


399 


2069 


TMDRSKRNSIAGFPPRVEVRLEEFEG GG G GEGNV 

SQVGRVWPSSYRALISAFFRLTRLDDFTCEKIGSG 

FFSEVFKVRHRASGQVMALKMNTLSSNRANML 

KEVQLMNRLSHPMLRYINSGNLEQLLDSNLHLP 

WTVRVKLAYD1AVGLSYLHFKGIFHRDLTSKNC 

LIKRDENGYSAWADFGLAEKIPDVSMGSEKLA 

WGSPFWMAPEVLRDEPYNEKADVFSYGIILCEII 

ARIQADPDYLPRTENFGLDYDAFQHMVGDCPPD 

FLQLTFNCCNMDPKLRPSFVEIGKTLEEILSRLQE 

EEQERDRKLQPTARGLLEKAPGVKRLSSLDDKIP 

HKSPCPRRllwLSRSQSDIFSRKPPRTVSVLDPYY 

RPRDGAARTPKVNPFSARQDLMGGKIKFFDLPSK 

SVISLVFDLDAPGPGTMPLADWQEPLAPPIRRWR 

SLPGSPEFLHQEACPFVGREESLSDGPPPRLSSLK 

YRVKEIPPFRASALPAAQAHEAMDCSILQEENGF 

GSRPQGTSPCPAGASEEMEVEERPAGSTPATFSTS 

GIGLQTQGKQDG 


3864 


A 


3 


911 


SWNMDSDSCAAAFHPEEYSPSCKRRRTVEDFNK 

FCTFVLAYAGYIPYPKEELPLRSSPSPANSTAGTI 

T^cnmxm a m?cr\T a co^tdt d'wgtyd o'ccltt adtt t r\ 
DoUKj vvjJj\\jr oLUAoo vrL>r V o UKUr ariLl^r 1 JLJLC^ 

RAKPSOTLLDRKKTDKLKKKKKRKRRDSDAPGK 

EGYRGGLLKLEAADPYVETPTSPTLQDPQAPSD 

PCSGWDSDTPSSGSCATVSPDQVKEIKTEGKRTI 

VR/QEAQLMARNDGNFSSLLESIFPS\DDDSWDLV 

TCFCMKPFAGRPMIECNECHTWIHLSCAKIRKSN 

VPEVFVCQKCRDSKFDIRRSNRSRTGSRKLFLD 




A 






FLTIARRRGRRSMPVSLEDSGEPTSCPATDAETAS 

EGSVESASETRSGPQSASTAVKERPASSEKVKGG 

DDHDDTSDSDSDGLTLKELQNRLRRKREQEPTE 

RPLKGIQSRLRKKRREEGPAETVGSEASDTVEGV 

LPSKQEPENDQGWSQAGKDDRESKLEGKAAQD 

IKDEEPGDLGRPKPECEGYDPNALYCICRQPHNN 
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SEQ n> 
NO: 


Method 


PrwflntpH 

« IXUICICU 

beginning 
nudeotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


ALuiiiiu ttciu 5ci|uencc ^a^aiuoiqc ^^^ysuinCy mj^as ps rue Acid* 
E=Glutamic Acid, ^Phenylalanine, G=Glycine, H«Histidine, 
Msoleucine, K=Lysine, L^Leucine, M=Methionine, 
N=Asparagine, IMProiine, Q=GJutamine t R=Arginine i S=Serine, 
Threonine, V«Valine, W=Tryptophan, Y^Tyrosine, 
X^Unknown, *=5top codon, ^possible nucleotide deletion, 
^possible nucleotide insertion 










RFMICCDRCEEWFHGDCVGISEARGRLLERNGE 

DYICPNCTELQVQDETHSETADQQEAKWRPGDA 

DGTDCTSIGTIEQKSSEDQGIKGRIEKAANPSGKK * 

KLKIFQPGPGPVPTQLPVLWQVLEIAVSRSISAFT 

LLHCISCKVIEAPGASKCIGPGCCHVAQPDSVYCS 

NDCILKHAAATMKFLSSGKEQKPKPKEKMKMK 

PEKPSLPKCGAQAGIKISSVHKRPAPEKKETTVK 

KAWVPARSEALGKEAACESSTPSWASDHNYNA 

VKPEKTAAPSPSLLYKSTKEDRRSEEKAAATAAS 

KKTAPPGSTVGKQPAPRNLVPKKSSFANVAAAT 

PAKKPPSGFKGTIPKRPWLSATPSSGASAARQAG 

PAPAAATAASKKFPGSAALVGAVRKPVVPSVPM 

ASPAPGRLGAMSAAPSQPNSQIRQNIRRSLKEIL 

WK/RPLFFILFRVNDSDDLMTENEVGKIALHIEK 

EMFNLFQVTDN/RAYKSKYRSIMFNLKDPKNQG 

LFHR\^REEIS1AKLVRLKPEELVSKELSTWKER 

PARSVMESRTKLHNESKKTAPRQEAIPDLEDSPP 

VSDSEEQQESARAVPEKSTAPLLDVFSSMLKDTT 

SQHRAHLFDLNCKICTGQVPSAEDEPAPKKQKLS 

ASVKKEDLKSKHDSSAPDPAPDSADEVMPEAVP 

EVASEPGLESASHPNVDRTYFPGPPGDGHPEPSPL 

EDLSPCPASCGSGWTTVTVSGRDPRTAPSSSCT 

AVASAASRPDSimWEARQDVPKPVLTSVMVPK 

SELAKPSSSPDPRYLSVPPSPNISTSESRSPPEGDTT 

LFLSRLSTIWKGFINMQSVAKFVTKAYPVSGCFD 

YLSEDLPDTMIGGRIAPKTVWDYVGKLKSSVSK 

ELCLIRFHPATEEEEVAYISLYSYFSSRGRFGWA 

NNNRHVKDLYLIPLSAQDPVPSKLLPFEGPGKRR 

LSGWR 


3866 


A 


2 


3181 


AQQPVGRRGGASGAGGGRRGTPRPRAGAGPGF 

QVSSGGCRLSKMRRFLRPGHDPVRERLKRDLFQ 

FNKTVEHGFPHQPSALGYSPSLRILAIGTRSGAIK 

LYGAPGVEFMGLHQENNAVTQIHLLPGQCQLVT 

LLDDNSLHLWSLKVKGGASELQEDESFTLRGPP 

GAAPSATQITVVLPHSSCELLYLGTESGNVFVVQ 

LPAFRALEDRTISSDAVLQRLPEEARHRRVFEMV 

EALQEHPRDPNQELIGYSRGLWIWDLQGSRVLY 

HFLSSQQLENIWWQRDGRLLVSCHSDGSYCQWP 

VSSEAQQPEPLRSLWYGPFPCICAITRILWLTTRQ ' 

GVLPFTIFQGGMPRASYGDRHCISVIHDGQQTAFD 

FTSRVIGFTVLTEADPAATFDDPYALWLAEEEL 

WIDLQTAGWPPVQLPYLASLHCSAITCSHHVSN 

IPLKLWERHAAGSRQNAHFSTMEWPIDGGTSLTP 

APPQRDLLLTGHEDGTVRFWDASGVCLRLLYKL 

STVRVFLTDTDPNENLSAQGEDEWPPLRKVGSF 

DPYSDDPRLGIQKIFLCKYSGYLAVAGTAGQVLV 

LELNDEAAEQAVEQVEADLLQDQEGYRWKGHE 

RLAARSGPVRFEPGFQPFVLVQCQPPAWTSLAL 

HSEWRLVAFGTSHGFGLFDHQQRRQVFVXCTLH 

PSDQLALEGPLSRVKSLKKSLRQSFRRMRRSRVS 

SRKRHPAGPPGEAQEGSAKAERPGLQNMELAPV 

QRKIEARSAEDSFTGFVRTLYFADTYLKDSSRHC 

PSLWAGTNGGTIYAFSLRVPPAERRMDEPVRAE 

QAKEIQLMHRAPVVGILVLDGHSVPLPEPLEVAH 

DLSKSPDMQGSHQLLWSEEQFKVFTLPKVSAK 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A«AIanine OCysteine, D»Aspartic Add, 
E=Glutaroic Acid, {^Phenylalanine, (^Glycine, H«Histidine, 
Wsoleucine, K«Lysine, L=Leudne, M-Methionine, 
N=Asparagine, peProline, Q=G!utamine } R-Arglnine, S=Serine, 
T=Threonine, V«Vaiine, W=Tryptophan, Y-Tyroslne, 
X s Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possibie nucleotide insertion 










LKLKLTALEGSRVRRVSVAHFGSRRAEDYGEHH 

LAVLTNLGDIQWSLPLLKPQVRYSCIKREDVSGI 

ASCVFTKYGQGFYLISPSEFERFSLSTKGVLVEPRC 

LVDSAETKNHRPGNGAGPKKAPSRARNSGTQSD 

GEEKQPGLVMERALLSDERAATG\VHIEPPWGA 

ASAMAEQSEWLSVQAAR 


3867 


A 


2 


3181 


AQQPVGRRGGASGAGGGRRGTPRPRAGAGPGF 

QVSSGGCRLSKMRRFLRPGHDPVRERLKRDLFQ 

FNKTVEHGFPHQPSALGYSPSLRILAIGTRSGAIK 

LYGAPGVEFMGLHQENNAVTQIHLLPGQCQLVT 

LLDDNSLHLWSLKVKGGASELQEDESFTLRGPP 

GAAPSATQITVVLPHSSCELLYLG'TESGNVFVVQ 

LPAFRALEDRTISSDAVLQRLPEEARHRRVFEMV 

EALQEHPRDPNQILIGYSRGLWIWDLQGSRVLY 

HFLSSQQLENIWWQRDGRLLVSCHSDGSYCQWP 

VSSEAQQPEPLRSLVPYGPFPCKAITRILWLTTRQ 

G\LPFTIFQGGMPRASYGDRHCISVIHDGQQTAFD 

FTSRVIGFTVLTEADPAATFDDPYALVVLAEEEL 

VVIDLQTAGWPPVQLPYLASLHCSAITCSHHVSN 

IPLKLWERIIAAGSRQNAHFSTMEWPE)GGTSLTP 

APPQRDLLLTGHEDGTVRFWDASGVCLRLLYKL 

STVRVFLTDTDPNENLSAQGEDEWPPLRKVGSF 

DPYSDDPRLGIQOFLCKYSGYLAVAGTAGQVLV 

LELNDEAAEQAVEQVEADLLQDQEGYRWKGHE 

RLAARSGPVRFEPGFQPFVLVQCQPPAWTSLAL 

HSEWRLVAFGTSHGFGLFDHQQRRQVFVKCTLH 

PSDQLALEGPLSRVKSLKKSLRQSFRRMRRSRVS 

SRKRHPAGPPGEAQEGSAKAERPGLQNMELAPV 

QRKIEARSAEDSFTGFVRTLYFADTYLKDSSRHC 

PSLWAGTOGGTIYAFSLRVPPAERRMDEPVRAE 

QAKEIQLMHRAPVVGILVLDGHSVPLPEPLEVAH 

DLoKoPDMQubHQLLVVSEEQFKVFTLPKVSAK 

LKLKLTALEGSRVRRVSVAHFGSRRAEDYGEHH 

LAVLTNLGDIQWSLPLLKPQVRYSCIRREDVSGI 

ASCVFTKYGQGFYLISPSEFERFSLSTKG\LVEPRC 

LVDSAETBQvIHRPGNGAGPKKAPSRARNSGTQSD 

GEEKQPGLVMERALLSDERAATGWHIEPPWGA 

ASAMAEQSEWLSVQAAR 


3868 


A 


1 


2497 


GDSGGPLVCEEPSGRFFLAGIVSWGIGCAEARRP 

GVYARVTRLRDWILEATTKASMPLAPTMAPAPA 

APSTAWPTSPESPWSTPTKSMQALSTVPLDWVT 

VPKLQECGARPAMEKPTRWGGFGAASGEVPW 

QVSLKEGSRHFCGATWGDRWLLSAAHCFNHT 

KVEQVRAHLGTASLLGLGGSPVKIGLRRWLHP 

LYNPGILDFDLAVLELASPLAFNKYIQPVCLPLAI 

QKFPVGRKCMISGWGNTQEGNATKPELLQKASV 

GIIDQKTCSVLYNFSLTDRMICAGFLEGKVDSCQ 

VSGIKALYESELADARRVLDETARERARLQIEIG 

FHRSEVELAAALSDKRGLESDVAELRAQLAKAE 

DGHAVAKKQLEKETLMRVDLENRCQSLQEELDF 

RKSVFEEEVRETRRRHERRLVEYDSSRQQEYDFK 

MAQALEELRSQHDEQVRLYKLELEQTYQAKLDS 

AKLSSDQNDKAASAAREELKEARMRLESLSYQL 

SGLQKQASAAEDRIRELEEAMAGERDKFRKMLD 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=AIanine OCysteine, D»Aspartic Acid, 
E-Glutamic Add, F=Pflenylalanine, G-GIycine, H=Histldine, 
NIsoIeudne, K=Lysine, L°Leutine, M=Methionine, 
N=Asparagine, P^Proline, Q^Glutamine, R=Arginlne, S-Serine, 
T=Threonine, V=Valine, W-Tryptophan, Y=Tyrosine, 
X«Unknown, *=Stop codon, /=possible nucleotide deletion, 
V=possible nudeotide insertion 










AKEQEMTEMRDVMQQQLAEYQELLDVKLALD 
MEINAYRKLLEGEEERLKLSPSPSSRVTVSRATSS 

oouoLoA I UJKJjUJvoISJvJSJKA W JK W Kor W N^KrrLKr Cj 

HGHGWQRWLPPGPAGLGLGQR\HffiEIDLEGKFV 

QO^NJNSDKDQSLGNWRlKRQVLEGEEIAYKFrP 

KYILRAGQMVTVWAAGAGVAHSPPS'TLVWKGQ 

SSWGTGESFRTVLVNADGEEVAMRTVKKSSVM 

RENENGEEEEEEAEFGEEDLFHQQGDPRTTSRGC 

YVM 


3869 


A 


1 


1942 


RYRAGIPGDGRKDYIRLTRPGLTLPGRAMFARGS 

RRRRSGRAPPEAEDPDRGQPCNSCREQCPGFLLH 

GWRKICQHCKCPREEHAVHAVPVDLERIMCRLIS 

DFQRHSISDDDSGCASEEYAWVPPGLKPEQVYQ 

FFSCLPEDKVPYVNSPGEKYRDCQLLHQLPPHDS 

EAQYCTALVEE\EEKKELRAFSQQRKRENLG/RLG 

IVRIFPVTIT\GAI\CEECGKQIGGGDIAVF\ASRASL 

GLLLGQPSCRVCTTCQELLVDLIYFYHVGKVYC 

GRHHAECLRPRCQACDEIIFSPECTEAEGRHWHM 

DHFCCFECEASLGGQRYVMRQSRPHCCACYEAR 

HAEYCDGCGEHIGLDQGQMAYEGQHWHASDRC 

FCCSRCGRALLGRPFLPRRGLIFCSRACSLGSEPT 

APGPSRRSWSAGPVTAPLAASTASFSAVKGASET 

r T*TT r V riTCPCT ADA TPTHi't'ncotJT T\ /~» a r»T Tn Tin* >tt» t~t 

1 1 Kb 1 a 1 tLLAPA 1 urfabPSRr LRG APHRHSMPEL 

GLRSVPEPPPESPGQPNLRPDDSAFGRQSTPRVSF 

RDPLVSEGGPRRTLSAPPAQRRRPRSPPPRAPSRR 

RHHHHNHHHHHNRHPSRRRHYQCDAGSGSDSE 

SCSSSPSSSSSESSEDDGFFLGERIPLPPHLCRPMP 

AQDTAMETFNSPSLSLPRDSRAGMPRQARDKNC 

TVA 


3870 


A 


2 


3485 


FVWRWYVHASCMPPRARSWEGAHAPVGMHV 

AEAHACSSQQQQMPPAQFWMLEWLLHLCAFLS 

TPSFPHWCCCSNPHGSIADKPEEIVPASKPSRAAE 

NMAVEPRVATIKQRPSSRCFPAGSDMNSVYERQ 

GIAVMTPTVPGSPKAPFLGPRGTMRRQKSIDSRI 

FLSGITEEERQFLAPPMLKFTRSLSMPDTSEDIPPP 

PQSWPSPPPPSPTTYNCPKSPTPRVYGTIKPAFNQ 

NSAAKVSPATRSDTVATMMREKGMYFRRELDR 

YSLDSEDLYSRNAGPQANFRNKRGQMPENPYSE 

VGKIASKAVYVPAKPARRKGMLVKQSNVEDSPE 

KTCSPIPTIIVKEPSTSSSGKSSQGSSMEIDPQAPE 

PPSQLRPDESLTVSSPFAAAIAGAVRDREKRLEA 

RRNSPAFLSADLGDEHVGLGPPAPRTRPSMFPEE 

GDFADEDSAEQLSSPMPSATPREPENHFVGGAEA 

SAPGEAGRPLNSTSKAQGPESSPAVPSASSGTAG 

PGNYVHPLTGRLLDPSSPLALALSARDRAMKES 

QQGPKGEAPKADLNKPLYIDTKMRPSLDAGFPT 

VTRQNTRGPLRRQETENKYETDLGRDRKGDDK 

KNMLIDIMDTSQQKSAGLLMVHTVDATKLDNA 

LOEEDEKAEVEMKPDS SPSE VPEG VSETEG ALOT 

SAAPEPTTVPGRTTVAVGSMEEAVILPFRIPPPPLA 

SVDLDEDFIFTEPLPPPLEFANSFDIPDDRAASVPA 

LSDLVKQKKSDTPQSPSLNSSQPTNSADSKKPAS 

LSNCLPASFLPPPESFDAVADSGIEEVDSRSSSDH 

HLETTSTISTVSSISTLSSEGGENVDTCTVYADGQ 

AFMVDKPPVPPKPKMKPIIHKSNALYQDALVEE 
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S£QU> 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine C=Cysteinc, D^Aspartlc Add, 
E»Glutamic Acid, ^Phenylalanine, G=Gryrine, H=Hlstidine ( 
I«IsoIeuclae, KpLyslne, l>>Lencine, M^Metbionine, 
N=Asparagine, P=Proline, Q=*Glutamine, R»Arginine, S=Serine, 
T=Threonine, V=Vaiine, W^Tryptophan, Y^Tyrosine, 
X«Unknown, *«Stop codon, /^possible nucleotide deletion, 
possible nucleotide insertion 










DVDSFVPPPAPPPPPGSAQPGMAKVLQPRTSKL 

WGDVTEIKSPE,SGPKANVISELNSILQQMNREKL 

AKPGEGLDSPMGAKSASLAPRSPEIMSTISGTRST 

TVTFTVRPGTSQPITLQSRPPDYESRTSGTRRAPS 

PWSPTEMN^TLPAPLSAATASPSPALSDVFSLP 

SQPPSGDlJFGLlNfPAGRSRSPSPSILQQPl^a>FTT 

KPVHLWTKPDVADWLESLNLGEHKEAFMDNEI 

DGSHLP^QKEDLIDLGVTRVGHRMNIERALKQ 

LLDR 


3871 


A 


35 


1171 


VESRSAWHEGEDQIDRIJDFIRNQMNLLTLDVKK 

KIKEVTEEVANKVSCAMTDEICRLSVLVDEFCSE 

FHPNPDVLKIYKSELNKHIEDGMGR>ILADRCTD 

EVNALVLQTQQEI1ENLKPLLPAGIQDKLHTL1PC 

KKFDLSYNLNYHKLCSDFQEDIVFRFSLGWSSLV 

HRFLGPRNAQRVLLGLSEPIFQLPRSLASTPTAPT 

TPATPDNASQEELMITLVTGLASVTSRTSMGIIIV 

GGVIWKT1GWKLLSVSLTMYGALYLYERLSWTT 

HAKERAFKQQFVNYATEKLRMTVSSTSANCSHQ 

VKQQIATTFARLCQQVDITQKQI^EJARLPKEID 

QLEKIQNNSKLLRNKAVQLENELENFTKQFLPSS 

NEES 


3872 


A 


35 


1171 


VESRSAWHEGEDQE)RLDFIRNQMNLLTLDVKK 

KIKEVTEEVANKVSCAMTDEICRLSVLVDEFCSE 

FHPNPDVLKIYKSELNKHffiDGMGRNLADR^ 

EVNALVLQTQQEIIENLKPLLPAGIQDKLHTLIPC 

KKFDLSYNLNYHKLCSDFQEDIVFRFSLGWSSLV 

HRFLGPRNAQRVLLGLSEPIFQLPRSLASTPTAPT 

TPATPDNASQEELMTLVTGLASVTSRTSMGIIIV 

GGVIWKTIGWKLLSVSLTMYGALYLYERLSWTT 

HAKERAFKQQFVNYATEKLRJVUVSSTSANCSHQ 

VKQQIATTFARLCQQVDITQKQLEEEIARLPKEID 

QLEKIQNNSKLIJWKAVQLENELENFTKQFLPSS 

NEES 


3873 


A 


2944 


2089 


PVCTALTPGRMTDDKDVLRDVWFGRIPTCFTLY 

QDEITEREAEPYYLLLPRVSYLTLVTDKVKKHFQ 

KVMRQEDISEIWFEYEGTPLKWHYPIGLLFDLLA 

SSSALPWMTVHFKSFPEKDLLHCPSKDAIEAHF 

MSCMKEADALKHKSQVINEMQKKI)HKQLWMG 

LQNDRFDQFWAINRKLMEYPAEENGFRYIPFRIY 

QTTTERPFIQKLFRPVAADGQLHTLGDLLKEVCP 

o AJLUFBDOJbKKN Q VM1HGIEPMLETPLQ WLSEHL 

SYPDNFLfflSDPQPTD 


3874 


A 


776 


366 

— - 


QARGAPSSPMCPLPLAAAAVAAPRAPLRLLNRG 

LAAAMSTAQSLKSVDYEVFGRVQGVCFRMYTE 

DEARKIGWGWV1CNTSKGTVTGQVQGPEDKVN 

SMKSWLSKVGSPSSRIDRTNFSNEKTISKLEYSNF 

SIRY 


3875 


A 


1081 


182 


SLSSCQTDPRPMSAPLDAALHALQEEQARLKMR 

1/ W3JL>Kl ^l^lsjSJ^iuyjL) or^JsJJis. VrroV Jrjvir L V r Kurl l 

QQDPEVPKSLVSNLRIHCPLLAGSALITFDDPKVA 

EQVLQQBaBHTINlvlEECRLRVQVQPLELPMVTTIQ 

VMVSSQLSGRRVLVTGFPASLRLSEEELLDKLEIF 

FGKTRNGGGDVDVRELLPGSVMLGFARDGVAQ 

RLCQIGQFTVPLGGQQVPLRVSPYVNGEIQKAEI 

RSQPVPRSVLVLNIPDILDGPELHDVLEIHFQKPT 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D=Aspartic Acid, 
E=G)utamic Acid, ^Phenylalanine, G=Glycine, H»Histidine, 
I s Isoleuclne, KpLysine, l^Leucine, M-Methionlne, 
N»Asparagine, P=Proline, Q»Glutamine, R»Arginlne, S=Serine» 
Threonine, V=VaIine, W=Tryptophan, Y«Tyrosine, 
X=Unknown, *=Stop codon, possible nucleotide deletion, 
V=possibIe nucleotide insertion 










RGGGEVEALTWPQGQQGLAVFTSESG 


3876 


A 


26 


431 


RMMKCPQALLAIFWLLLSWVSSEDKVVQSPLSL 
WHEGDTVTLNCSYEVTNFRSLLWYKQEKKAPT 
FLFMLTSSGIEKKSGRLSSILDKKELSSILNITATQ 
TGDSAIYLCAVEAQCSLVTCSLYSNSTAEALQL 


3877 


A 


3 


1291 


KAFRLLAERGAAAAMLWSGCRRFGARLGCLPG 

GLRVLVQTGHRSLTSCIDPSMGLNEEQKEFQKV 

AFDFAAREMAPNMAEWDQKELFPVDVMRKAA 

QLGFGGVYIQTDVGGSGLSRLDTSVIFEALATGC 

TSTTAYISIHNMCAWMIDSFGNEEQRHKFCPPLC 

TMEKFASYCLTEPGSGSDAASLLTSAKKQGDHYI 

J^XNOaJVrt-riovJAvJIlol^A I V VlVll^lvX OOlrVJir JxVJlaOl V 

VEKGTPGLSFGKKEKKVGWNSQPTRAVIFEDCA 

VPVANRJGSEGQGFLIAVRGLNGGRINIASCSLGA 

AHASVILTRDHLNVRKQFGEPLASNQYLQFTLA 

DMATRLVAARLMVRNAAVALQEERKDAVALCS 

MAKLFATDECFAICNQALQMHGGYGYLKDYAV 

QQYVRDSRVHQDLEGSNEVMRILISRSLLQE 


3878 


A 


10 


1014 


LPGSHSSSGCQAPGRADSSGGARNSRRGDSRPG 

SCNRQAVAPPCPSPGPQSRHWIHRGTAPQAGETR 

TLGRGSSAPNACSASVTPCCPSSPPS*SCL*PTRRS 

PONQQ^TPVVR fiFWHWHT P^T**P17Q<2*nWPrtrjW 

TQGCSKLLGKQTTHLPCSTWPA**PSPSCLTRFR* 
W*PSLMCLWASSCSVCV*SPSGSCRH*LWGTHST 
SRTC*ARRSSALPTGLCTDDTSWASSSKARPCAL 
QRPSSLSSLSPCLTC*W*LSSSSPMSARSPAGAET 

fr^WATfi^PRT TOWKSSPT T^TSW9AR^AWK"P<1A 

TESTPSWPRFSSWTSGEDPASPAPAI 


3879 




200 


fiQQ 


NTSLCTRDYKITQVLFPLLYTVLFFVGLITNGLA 
MR1FFQIRSKSNFIIFLKNTVISDLLMILTFPFKILS 
DAKLGTGPLRTFVCQVTSVIFYFTMYISISFLGLIT 
IDRYQKTTRPFKTSNPKNLLGAKILK 


3880 


A 


26 


169 


QPETDTMVHLTPEEKSAVTALWGKVNVDEDAG 
DDLCQILVDRPRLRI 


3881 


A 


37 


1100 


TPLFDFWPGFVLSWLQPLSASLRARRAASGPPAC 
RIMPTTVDDVLEHGGEFHFFQKQMFFLLALLSAT 
FAPIYVGIVFLGFTPDHRCRSPGVAELSLRCGWSP 
AEELNYTVPGPGPAGEASPRQCRRYE\DWNQST 
FDrVDPT AST TVTWRS'RT PT GPr"RBfiWVYFTPG^ 

rVTEFNLVCANSWMLDLFQSSVNVGFFIGSMSIG 

Y1ADRFGRK1CLLTTVLINAAAGVLMAISPTYTW 

MLIFRLIQGLVSKAGWLIGYILITEFVGRRYRRTV 

GIFY'QVAYTVGLLVLAGVAYALPHWRWLQFTV 

ALPNFFFLLYWCIPESPRWLISQNKNAEAMRIIK 

HIAKKNGKSLPASL 


3882 


A 


573 


1620 


KSKCRFPEGLSEGFGPMRKEALSSGSVQEAEAM 

LDEPQEQAEGSLTVYVISEHSSLLPQDMMSY1GP 

KRTAVVRGIMHREAFNnGRRIVOVAOAMSLTED 

VLAAALADHLPEDKWSAEKRRPLKSSLGYEITFS 

LLNPDPKSHDVYWDIEGAVRRYVQPFLNALGAA 

GNFSVDSQILYYAMLGVNPRFDSASSSYYLDMH 

SLPHVINPVESRLGSSAASLYPVLNFLLYVPELAH 

SPLYIQDKDGAPVATNAFHSPRWGGEVIVYNVDS 

KTYNASVLPVRVEVDMVRVMEVFLAQLRLLFGI 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid senuence fA^Alaninp C=Cvsteinft. n»Aennrtir Add 
E=Glutamic Acid, F«Pbeny!alanine, G=Glycine t H=*Histidlne, 
I=IsoIeucine, K=Lysine, L^Leucine, [^Methionine, 
N=Asparagine, P=Proline t Q=Kjiutamine, R«Arginine, S^Serine, 
T=*Threonine, V=Vallne, W=Tryptophan, Y=Tyrosine, 
X«l)nknown, *=Stop codon, /^possible nucleotide deletion, 
Wpossible nucleotide insertion 










AQPQLPPKCLLSGPTSEGLMTWELDRLLWARSV 
ENLATATTTLTSLA 


3883 


A 


2369 


844 


RIHREEDFQFILKGIARLLSNPLLQTYXPNSTKKIQ 

FHQELLVLFWKLCDFNKVGQPRGALQGDGEQLP 

Q*PGGRDSVRLRGVGQSCPSLELSPLGPSPHP*KF 

IJ r FVLKSSDVLDILWILFFLNDARADQSRVGLM 

fflGVFILLLLSGECl^FGVRLNKPYSIRVPMDffVF 

TGTHADLLIVXVFHKIITSGHQRLQPLFDCLLTIVV 

NVSPYLKSLSMVTANBCLLHLLEAFSTTWFLFSAA 

QNHHLVFFLLEVFNNnQYQFDGNSNLVYAIIRKR 

SIFHQLANLPTDPPTIHKALQRRRRTPEPLSRTGS 

QGGAPPWRAPAPLPLQSQAPSRPVWWLLQALTS 

♦PRSPRCQRMAPCGPWNLSPSRAWRMAARLRGS 

PARHGGSSGDRP/HSSASGQWSPTPEWVLSWKS 

KLPLQTIMRLLQVLVPQVEKICIDKGLTDESEILR 

FLQHGTLVGLLPWHPILIRKYQANSGTAMWFRT 

YMWGVIYLRNVDPPVWYDTDVKLFEIQRV 


3884 


A 


1 


804 


NGPRAPFSQEGQSTGPPPLIPRLGQHGAQGRIPPL 

NPGQGPGPNKDDSRGPPNHHMGPMSERRHEQSG 

GPEHGPERGPLRGGQDCRGPPDRRGPHPDFPDDF 

SRPDDFHPDKRFGHRLREFEGRGGPLPQEEKWR 

RGGPGPPFPPDHREFSEGDGRGAARGPPGAWEG 

RRPGG*TFPPGSRGPTFS/SGAEEESFRRGAPPRHE 

GRAPPRGRDGFPGPEDFGPEENFDASEEAARGRD 

LRGRGRGTPRGERVTKDTWSGRIGCRIHWL 


3885 


A 


3 


996 


GRRRAGPAHSARMYNMMETELKPPGPQQTSGG 

GGGNSTAAAAGGNQKNSPDRVKRPMNAFMVW 

SRGQRRKMAQENPKMHNSEISKRLGAEWKLLSE 

TEKRPFIDEAKRLRALHMKEHPDYKYRPRRKTK 

TLMKKDKYTLPGGLLAPGGNSMASGVGVGAGL 

GAGWQRMDSYAHMNGWSNGSYSMMQDQLG 

YPQHPGLNAHGAAQMQPMHRYDVSALQYNSM 

TSSQTYMNG/SRPTYSMSYSQQGTPGMAPGS\MG 

SWKSEASSSPPVVTSSSHSRAPCQAGDLRDMIS 

MYLPGAEVPEPAAPSRLHMSQHYQSGPVPGTAI 

NGTLPLSHM 


3886 


A 


773 


317 


QCTQKAAEGYTQFYYVDVLDGKLACVNKCTKG 
TKSQMNCNLGTCQLQRSGPRCLCPNTNTHWYW 
GETCEFNIAKSLVYGIVGAVMAVLLLALIILIILFS 
LSQxRKRHRPESEGEADFGLENATNOTGXPTLETV 
DSGTELHIQ\RPEMVASTV 


3887 


A 


3 


466 


VDFRVKTLLVDNKCFVLQLWDTAGQERYHSMT 

Tii~\T T TJ T/ - A T\/"»"W\7T \ inriMTO/M^ClW A TTl rT»"\/'TT 7T TV/IT 

RQLLRKADGVVLMYDITSQESFAHVRYWLDCL 
QDAGSDGVVILLLGNBCMDCEEERQVSVEAGQQL 
AQELGVYFGECSAALGHNILEPWNLARSLRMQ 
EEGLKDSLVKVAPKRPPKRFGCCS 


3888 


A 


3412 


3144 


QNIDITNFSSSWNDGLAFCALLHTYLPAHIPYQEL 
NSQDKRRMMLAFQAAESVGIKSTLDINEMVRT 

UKrUWl^iN VIVLLx V 1 All is.ir.bl 


3889 


A 


1 


1160 


LVVTAITAILAFPNEYTRMSTSELISELFNDCGLL 

DSSKLCDYEhOlFNTSKGGELPDRPAGVGVYSAM 

WQLALTLILKIVITIFTFGMKTPSGLFIPSMAVGAI 

AGRLLGVGMEQLAYYHQEWTVFNSWCSQGAD 

CITPGLYAMVGAAACLGGVTRMTVSLWIMFEL 

TGGLEY1VPLMAAAMTSKWVADALGREGIYDA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A-Alanine C=Cysteine, EMAspartic Add, 
E=GlDtamic Add, ^Phenylalanine, G-Glydne, H=Histidine, 
IHboIeudne, K=Lysine, LHLeudne, M=Methionine, 
N»Asparagine, P=ProIine, Q^Glutamine, R^Arginine, S^Serine, 
T=Threonine, V^Valine, W=Tryptophan, Y°Tyrosine, 
X«Unknown, *=Stop codon, /=possible nudeotide deletion, 
V=possible nucleotide insertion 










HIRLNGYPFLEAKEEFAHKTLAMDVMKPRRNDP 
LLTVLTQDSMTVEDVETnSETTYSGFPVVVSRES 
QRLVGFVLRRDLIISIENARKKQDGWSTSIIYFTE 

TTCDPT DDVTDPTT VT PXTTT T*\T CPUTV/TPlT TT>XjfT?T\7\7 
liuDrrL,rr Y 1 trr I L/ JS-LruN LL>IJL/Z>rr I V 1 ULi 1 Jr MJbl V V 

DIFRKLGUlQCLVTHNGRLLGnTKKDVLKHIAQ 
MANQDPDSILFN 


3890 


A 


1 


387 


SWCWTGIFVLGTTNLRLEGSWYRSLWGPGFNTT 
TATLGFGAPQAPVGDVALNQPDMCVYRRGRKK 
RWYTKLQLKELENEYAINKFINKDKRIUUSAAT 
NLSERQVTIWFQNRRVKDKKIVSKLBCDTVS 


3891 


A 


2 


2914 

7 


RGGGGDHKMADLSLLQEDLQEDADGFGVDDYS 

SESDVmPSALDLAST/QDEMVERPLGRL\DK\YA 

ASENHI*PDKMVAPEFASIPLRE\VCDDERDCIAV 

LGKN*PDWADDSEPI\VRAAELEQVPHIALFLFK 

KTOLSITICFFSKFLLPYCGLDTLADQNXNQVRKT 

SQAALL\ALLEQELIERFDVETKVCPVLIELTAPDS 

NDDVKTEAVAIMCKMAPNMVGKDITERLILPRFC 

EMCCDCRMFHWRKWCAANFGDICSWGQQAT 

EEMLLPRFFQLCSDNVWGVRKACAECFMAVSC 

ATCQEIRRTKLSALFINLISDPSRWVRQAAFQSLG 

PFISTFANPSSSGQYFKEESKSSEEMSVENNKRTR 

DQEAPEDVQVRPEDTPSDLSVSNSSVILENTMED 

HAAEASGKPLGEISVPLDSSLLCTLSSESHQEAAS 

NENDKKPGNYKSN4LRPEVGTTSQDSALLDQELY 

NSFHFWRTPLPEIDLDIELEQNSGGKPSPEGPEEE 

SEGP VPS SPNITMATRKELEEMIENLEPHIDDPD V 

KAQVEVLSAALRASSLDAHEETISIEKRSDLQDE 

LDINELPNCKINQEDSVPLISDAVENMDSTLHYIH 

NDSDLSNNSSFSPDEERRTKVQDWPQALLDQY 

LSMTDPSRAQTVDTEJAKHCAYSLPGVALTLGR 

QNWHCLRETYETLASDMQWKVRRTLAFSIHELA 

VELGD\QLTAADLVPIFNGFLK*PSMKSRIGVLKH 

LHDFLK1LHIDKRREYLYQLQEFLVTDN 

FRAELAEQLILLLELYSPRDVYDYLRPIALNLCAD 

KVSSWWISYKLVSEMVKKLHAATPPTFGVDLIN 

ELVENFGRCPKWSGRQAFVFVCQTVIEDDCLPM 

DQFAVHLMPHLLTLANDRVPNYRVLLAKTLRQT 

LLEKDYFLASASCHQEAVEQTIMALQMDRDSDV 

KYFASIHPASTKISEDAMSTASSTY 


3892 


A 


158 


2191 


VPLPAPSGLSGGGSRGAGCKKAPPGRAPAPGLAP 

LRPSEPTMAVPPGHGPFSGFPGPQEHTQVLPDVR 

LLPRRLPL AFRDA TS APLRKLS VDLIKTYKHINE V 

YYAKKKRRAQQAPPQDSSNKKEKKVLNHGYDD 

DNHDYWRSGERWLERYEIDSLIGKGSFGQWKA 

YDHQTQELVAIKIIKNKKAFLNQAQffiLRLLELM 

NQHDTEMKYYWHLKRHFMFRJWILCL VFELLS 

YNLYDLLRNTHFRGVSLNLTRKLAQQLCTALLF 

LATPELSIIHCDLKPENILLCNPKRSAncrVDFGSS 

POT HOT? TYOVTO^T? FVP 9PFVT 1 OTPVDT ATDMW 

SLGCELVEMHTGEPLFSGSNEVCPQEGVDQMNRI 

VEVLGEPPAAMLDQAPKARKYFERLPGGGWTLR 

RTKELRKDYQGPGTRRLQEVLGVQTGGPGGRRA 

GEPGHSPAD\Y\LRFQDLVLRMLEYEPAARISPLG 

ALQHGFFRRTADEATNTGPAGSSASTSPAPLDTC 

PSSSTASSISSSGGSSGSSSDNRTYRYSNRYCGGP 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end . 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A»Alanine OCysteine, D=Aspartic Acid, 
E=Glutaraic Add, F-Phenylalanine, G=Grycine, H-Histidine, 
I*=lsoleucine, Kp>Lysine, L°Leucine, MHtfethionf ne, 
N»Asparagine, paproline, Q^Glatamlne, R«Arginine, S=Serine, 
T«Threonine, V»Valine, W=Tryptophan, Y=0>Tosine, 
X=Unknown, *=<5top codon, A=possible nucleotide deletion, 
V=possible nucleotide insertion 










OPPTTnrFMNSPOVPPQfVPT PPWAfrGnVPlWrW 

QAPASASSLPGTGAQLPPQPRYLGRPPSPTSPPPP 
ELMDVSLVGGPADCSPPHPAPAPQHPAASALRT 
RMTGGRPPLPPPDDPATLGPHLGLRGVPQSTAAS 
S 


3893 


A 


68 


258 


PEEYYPFSPTLQQLFFFLLDSDMGSRPESMGCRK 
NTVPRPASPTEAGTDPQTFLHTWVSECRD 


3894 


A 


2120 


136 


SLPLAPAPAVAGPVALCPAGLCPAQPGMPAGPA 
AASGSHPEVGSVLQRSSQPHWPNPWPGAGHLPP 
PAGPFPYNPPAGPGAAAGLA*SPPRSSPTPCSVGP 

AAPAPGGPAPAEPPLGVPPVPAWLLPDSPPLPGT 

HSGPPPAAVSLPPAAAACPVWPPPLPHHPPDLES 

PSAAAPNPGCAGGIRHFPPGSPEASSPLRPAAAPA 

LLPLPRPPS*PATWKPLHSPVAVAGGSFVAGGSV 

LPAPDLDQPRPSGPPAASPTPGPGVAQPPPGSAVL 

PTVP*APPVSGAAPGRKKEW 


3895 


A 


2 


1347 


FGAVSYRPGNGSCWVKVTASSDLSDLISCLCPPR 

SLCSSQACVLPVPGPSLLLPQGLHVGCASAGTRW 

PLSCSroFQRLIAHEEETQKRRAKESGMAFTQLT 

FRDVAIEFSQDEWKCLNSTQRTLYRDVMLENYR 

NLVSLDLSRNCVIKELAPQQEGNP/ARSIPHSDIGT 

T*KT*H*RVLLQGNQEKNTRL*LSVER**KKLQQ 

SD YGPKRKS YL* ERPTR* KRYRKQ V Y * TS A\* L SF 

JUr Wx^ttJtil-fVV " v^AlivjJM. i HdNxl V JliVo V Nrivjoo Vor 

PQIISSTIKTHVSNKYGTDFICSSLLTQEQKSCIRE 
KPYRYIECDKALNHGSHMTVRQVSHSGEKGYKC 

RSFSRNS CX ALHRRVHTGEKP YKC YECDK VFSR 

NSCLALHQKTHIGEKPYTCKECGQAFSVRSTLTN 

HQVIHSDK 


JO70 


A 






X/fA/OQOC A VfJPV"\n? VT^VF^VPA/QPUrVCDT TDBCT n 
JVl V^oUoA X W^JSJ-NIV I UJSJ_JiSJr V orriTvJ 1 j l-» 1 rvr i>JL»U 

KEWEAAVRRKNFKPTKYSSICSEHFTPDCFKREC 
NNKLLKENAVPTEFLCTEPHDKKEDLLEPQEQ 


3897 


A 


2 


382 


SHGLSRAPHLSAAPAPALASRPCFSSAPCSQGGG 
VjLjOJt A 1 JVJUrir lLrJLr oivv^ O JSJLfivL^iV Will L,r JJJsJiJK. 
KKITREIVQIILSRGHRTSSFVDWKELKLVYKRYA 
SLYFCCAMNQDNELLTLENVHR 


3898 


A 


718 


305 


SEQEPLLGDTPGSREWDILETEEHYKSRWRSIRIL 
YLTMFLSSVGFSWMMSIWPYLQKIDPTADTSFL 
GWVIASYSLGQMVASPIFGLWSNYRPRKEPLIVSI 
LISVAANCLYAYLHIPASHNKYYMLVARGLLGIG 


J077 


A 


94 


71 8 


TTOOPPfiTPPRPnKfrNW^PVFVAPVTVVnT W5PT a 

GAMAERKGTAKVDFLKKIEKEIQQKWDTERVFE 
VKASNLEKQTSKGKYF\nTFPYPYMNGRLHLGHT 
FSLSKCEFAVGYQRLKGKCCLFPFGLHCTGMPIK 

APATYK7 THJPTPT V/fiPPPTTFPnPPPPPPPTQVK'TK 

DIOKDKAKGKKSKAA/AKAGSSKYQWGIMKSLG 
LSDEEIVKFSEAEHWLDYFNALA1QDLKRMG 


3900 


A 


360 


1 


VPATSSNVSPSSSESSEPDLSSRSSSSDAPSSSPSVP 
SPCSLSLSSPESPLLPTLLSSKSPAGSAGPTCGCPS 
GPGLRATA/PSRLSSSIAAH/SSSAPETSRPAAARE 
RSPPLHDRESHE 


3901 


A 


193 


345 


GEWAVPPAPGGQGVSIPHGPEPGQGSGVHIAPRQ 
GEGSDRTEPLICPKAAP 
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SEQID 
NO: 


Method 


Predicted 
beginning 
nucleotide 

lUCaUUu 

corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Predicted end 

nucleotide 

location 

Oil 1 capuuiuiig 

to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanine OCysteine, As parti c Acid, 
E=Glutamic Acid, F=Phenylalanine, OGiydne, H=Histidine, 
I=Isoleucine, K^Lysine, L^Leutine, M s Methionlne, 

rv**/ut{juragjijc, r ^jt ruiiiJCf ^^vmimntxiC) rv — AigliiinE} o = SCTinej 

T^Tbreonine, V-Valine, W^Tryptophan, Y=Tyrostne, 
X-Unknown, *"=Stop codon, /^possible nucleotide deletion, 
^"possible nucleotide insertion 










LNWYSKYREOEAIRLCLKHFROHN^ O 
KKT 


3912 


A 


2 


461 


FEKKQLRRPSLFLLGCCSFGIMAPSLWKGLEGIG 
LFALAHAAFSAAQHRSYMRLTEKEDESLPID1VL 

DTVKNHPSFYVFNHRGSEYFSGPSDTANSSNQDA 
LSSNTSLKLRKLESLRR 


3913 


A 


362 


20 


APGRPEAKVPERSRESGSRRVRGPLLQLRPGRTS 
RPASGRGRGGAGGSYGKMRKPDSKIVLLGDMN 
VGKTSLLQRYMERRFPDTVSTVGGAFYLKQWRS 
YNISIWDTAGEAGAA 


3914 


A 


1 


7545 


PGIRVGITSQTGLSSNLQENCSKLAFISSHGTEKQ 

LQCMPMEGRGRASSSISDLQGKGFEKGTGEKHV 

PGVGSARHSPQASAGGSPWQRGKAQTRWLGKP 

DPGRKRRRGSPQEEGGLRVSAAARLLCSGANRC 

KVLVRQNSTPNTQQPAVHPSTPPSRPLPQAGRCL 

VAPLRPHPDWVAAKTLAKALRAPGKPWRLAAP 

SPLGDLGAPGLPGPSTAPRTLSVEEPGVECNQLC 

LYADVTDPVLCLGQKDPGVEGKHCEKEKISSSK 

ELKHVHAKSEPSKPARRLSESLHVVDENKNESKI 

EREHKRRTSTPVIMEGVQEETDTRDVKRQVERSE 

ICTEEPQKQKSTLKNEKHLKKDDSETPHLKSLLK 

KEVKSSKEKPEREKTPSEDKLSVKHKYKGDCMH 

KTGDETELHSSEKGLKVEENIQKQSQQTKLSSDD 

KTERKSKHRNERKLSVLGKDGKPVSEYIIKTDEN 

VRKENNKKERRLSAEKTKAEHKSRRSSDSKIQK 

DSLGSKQHGITLQRRSESYSEDKCDMDSTOMDS 

NLKPEEVVHKEKRRTKSLLEEKLVLKSKSKTQG 

KQVKVVETELQEGATKQATTPKPDKEKNTEEKD 

SEKQRKSKVEDKPFEETGVEPVLETASSSAHSTQ 

KDSSHRAKLPLAKEKYKSDKDSTSTRLERKLSD 

GHKSRSLKHSSKDEKKKDENKSDDKDGKEVDSS 

HEKARGNSSLMEKKLSRRLCENRRGSLSQEMAK 

GEEKIAANTLSTPSGSSLQRPKKSGDMTLIPEQEP 

MEIDSEPGVENVFEVSKTQDNRNNNSHQDIDSEN 

MKQKTSATVQKDELRTCTADSKATAPAYKPGR 

GTGVNSNSEKHADHRSTLTKKMHIQSAVSKMNP 

GEKEPmGTTEVNmSETVHRMLLSAPSENDRV 

QKNLKNTAAEEHVAQGDATLEHSTNLDSSPSLSS 

VTVVPLRESYDPDVIPLFDKRTVLEGSTASTSPAD 

HSALPNQSLTVRESEVLKTSDSKEGGEGFTVDTP 

AKASITSKRHIPEAHQATLLDGKQGKVIMPLGSK 

LTGVIVENENITKEGGLVDMAKKENDLNAEPNL 

KQTIKATVENGKKDGIAVDHVVGLNTEKYAETV 

KLKHKRSPGKVKDISIDVERRNENSEVDTSAGSG 

SAPSVLHQRNGQTEDVATGPRRAEKTSVATSTE 

GKDKDVTLSPVKAGPATTTSSETRQSEVALPCTS 

IEADEGLnGTHSRNNPLHVGAEASECTVFAAAEE 

GGAVVTEGFAESETFLTSTKEGESGECAVAESED 

RAADLLAVHAVKIEANVNSWTEEKDDAVTSAG 

SEEKCbGSLSRDSEIVEGTITFISEVESDGAVTSAG 

TEIRAGSISSEEVDGSQGNMMRMGPKKETEGTV 

TCTGAEGRSDNFVICSVTGAGPREERMVTGAGV 

VLGDNDAPPGTSASQEGDGSVNDGTEGESAVTS 

TGITEDGEGPASCTGSEDSSEGFAISSESEENGESA 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A B Alanine (^Cysteine, D=Aspartic Acid, 
E=Glutoraie Acid, ^Phenylalanine, G**Glycine, H°Histidine, 
Msoleucine, K=Lysine, L«Leucine, M=Methionine, 
N=Asparagine, P=ProIine, Q=Glutaraine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W^Tryptophan, Y^Tyrosine, 
X»Unknown, *=Stop codon, A=possible nucleotide deletion, 
\ppossib)e nucleotide insertion 










MDSTVAKEGTNVPLVAAGPCDDEGIVTSTGAKE 

EDEEGEDWTSTGRGNEIGHASTCTGLGEESEGV 

LICESAEGDSQIGTVVEHVEAEAGAAIMNANENN 

VDSMSGTEKGSKDTDICSSAKGIVESSVTSAVSG 

KDEVTPVPGGCEGPMTSAASDQSDSQLEKVEDT 

TISTGLVGGSYDVLVSGEVPECEVAHTSPSEKED 

EDHTSVENEECDGLMATTASGDITNQNSLAGGK 

NQGKVLnSTSTTNDYTPQVSAITDVEGGLSDALR 

TEENMEGTRVTTEEFEAPMPSAVSGDDSQLTASR 

SEEKDECAMISTSIGEEFELPISSATTIKCAESLQP 

VAAAVEERATGPVLISTADFEGPMPSAPPEAESP 

LASTSKEEKDECALISTSIAEECEASVSGVWESE 

NERAGTVMEEKDGSGHSTSSVEDCEGPVSSAVP 

QEEGDPSVTPAEEMGDTAMISTSTSEGCEAVMIG 

AVLQDEDRLTITRVEDLSDAAnSTSTAECMPISA 

SIDRHEENQLTADNPEGNGDLSATEVSKHKVPM 

PSLIAENNCRCPGPVRGGKEPGPVLAVSTEEGHN 

GPSVHKPSAGQGHPSAVCAEKEEKHGKECPEIGP 

FAGRGQKESTLHLINAEEKNVLLNSLQKEDKSPE 

TGTAGGSSTASYSAGRGLEGNANSPAHLRGPEQ 

TSGQTAKDSSVSSIRYLAAVNTGAIKADDMPPVQ . 

GTVAEHSFLPAEQQGSEDNLKTSTTKCITGQESKI 

APSHTMDPPATYSVALLAPKCEQDLTIKNDYSGK 

WTDQASAEKTGDDNSTRKSFPEEGDIMVTVSSE 

ENVCDIGNEESPLNVLGGLKLKANLKMEAYVPS 

EEEKNGEELAPPESLCGGKPSGIAELQREPLLVNE 

SLNVENSGFRTNEEIHSESYNKGEISSGRKDNAE 

AISGHSVEADPKEVEEEERHMPKRKRKQHYLSSE 

DEPDDNPDVLDSRIETAQRQCPETEPHATFCEENS 

RDLEELPKTSSETNSTTSRVMEEKDEYSSSETTGE 

KPEQNDDDTTKSQE 


3915 


A 


1 


7545 


PGIRVGITSQTGLSSNLQENCSKLAFISSHGTEKQ 

LQCMPMEGRGRASSSISDLQGKGFEKGTGEKHV 

PGVGSARHSPQASAGGSPWQRGKAQTRWLGKP 

DPGRKRRRGSPQEEGGLRVSAAARLLCSGANRC 

KVLVRQNSTPNTQQPAVHPSTPPSRPLPQAGRCL 

VAPLRPHPDWVAAKTLAKALRAPGKPWRLAAP 

SPLGDLGAPGLPGPSTAPRTLSVEEPGVECNQLC 

LYADVTDPVLCLGQKDPGVEGKHCEKEKISSSK 

ELKHYHAKSEPSKPARRLSESLHVVDENKNESKI 

EREHKRRTSTPV1MEGVQEETDTRDVKRQ VERSE 

ICTEEPQKQKSTLKNEKHLKKDDSETPHLKSLLK 

KEVKSSKEKPEREKTPSEDKLSVKHKYKGDCMH 

KTGDETELHSSEKGLKVEENIQKQSQQTKLSSDD 

KTERKSKHRNERKLS VLGKD GKPVSEY1IKTDEN 

VRKENNKKERRLSAEKTB^AEHKSRRSSDSKIQK 

DSLGSKQHGITLQRRSESYSEDKCDMDSTNMDS 

NLKPEEVVHKEKRRTKSLLEEKLVLKSKSKTQG 

KyVJvVVblbLQbCxAlK^Al IPJvrDKriKN ibbND 

SEKQRKSKVEDKPFEETGVEPVLETASSSAHSTQ 

KDSSHRAKLPLAKEKYKSDKDSTSTRLERKLSD 

GHKSRSLKHSSKDIKKKDENKSDDKDGKEVDSS 

HEKARGNSSLMEKKLSRRLCENRRGSLSQEMAK 

GEEKLAANTLSTPSGSSLQRPKKSGDMTLEPEQEP 

MEIDSEPGVENVFEVSKTQDNRNNNSHQDIDSEN 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

locution 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
cniTMnnnd I no 

to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine OCysteine, D^Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, (^Glycine, H^Histidine, 
l=Isoleucinc, K^Lysine, L=LeucIne, M=Methionine, 

N=Aqnarflpil1fc. Pr»PrnHnp 0=f^lntaminp ftsAralnina Gs5«i-tnA 
/u|/ai ugiiiv, x jc ■ uiuiCf \J[ UnllUtlUiilC, n^nrgUlinc, Q^OCrlilC, 

T=Threonine, V«Vaiine, W=Tryptophan, Y=Tyrosme, 
X=tfnknown, *=Stop codon, A=possible nucleotide deletion, 
^possible nucleotide insertion 


3902 


A 


1188 


1389 


NPAARSAAAREGSPALPPPPVS/SSSGLGLLLPLSP 
PGSHAANPALSPRAPHSHYRPRPRCGPRRRPR 


3903 


A 


63 


396 


NNMRNPHLSSNHYLNLARTETVFARMESVKQRI 
LAPGKEGLKNFAGKSLGOrYTlVLEKKODTGRTrF 
LTEDGKPL*VPERJKAPLCDCTCFGLPRRY1IAIMS 
GLGFCISFG 


3904 


A 


732 


1046 


AMSECPLILYIHKHmTYSQSYLl^LFYPVYSGG 
RMVTYEHLRIWWGKSl^imYPLW*VLFGK*YA 
VAPNALMFIR1^*NCTFVPKLP* VMDLK* *LQYK 
SR 


3905 


A 


46 


910 


QPPPPPPPPPSPPPPPFPPARALSHLRIJ1PDACIJFPS 
PFPLPCSTlVlPGlVlMEKGPElXGKNfRSANGSAKSP 

MRVGAEYQARIPEFDPGATKYTDKDNGGiMLVW 
SPYHSlPDAiaDEYIAIAKEKHGYm^QALGMLF 
WHKHNIEKSLADIJ>NFTPFPDEWI^ 
AFSFHGKSFHl^QQMLPDKTIASLVKYYYSWKK 
TRSRTST MDPOA'R'KT A>JPTThinon^nTYnVPPTUP 

MDGNDSDYDPKKEAKKEGMS 


3906 


A 


2 


513 


KVCNCCSQEl^TSimrTOKNll^QRNRSSPSAK 
GHNHPGELGWENPNEWSQEAAISLISEEEDDTSS 
FATSSGKSTDYGFTSATT FT VTfiTT T VTT<5YTVPRFV 

TWPNTVAARENIEI^EKESARLGAHLDRCVIAG 
LCLLTLGGVILSCLLimiSMWKGELYRRNRFAS 


3907 


A 


71 


412 


ILIMSNCLQOTLKITSTIUXCSRLCQQLRSKRKFF 
GTVPISl^HRRVVITGIGLVTPLGVGTHLVWDRLI 
GGESGIVSLVGEEYKSIPCSVAAYVPRGSDEGQF 
NEQNFVSKSD 


3908 


A 


77 


746 


T fiTT T OWRAPT P^PPT AFT-TQPPTT T "MTPlfT VVTAP 

LPPDRNYVLGAHPHGIMCTGFLCNFSTESNGFSQ 

LFPGLIU'WLAVLAGLFYLPVYRDYIMSFGLCPVS 

RQSLDFILSQPQLGQAVVIIvrVGGAHEALYSVPGE 

HCLTLQKRKGFVRLALRHGASLVPVYSFGENDIF 

RLKAFATGSWQ1WCQLTFKKLMGFSPCIFWGR 

GLFSATSWGLLPFAVPITTV 


3909 


A 


1 


793 


FRAAGRPAAAMGDIPWGLSSWKASPGKVTEAV 

KF A TD A ft YT? TTPDO A VFVTTMPR P Vr? A f? TP PK" TV P 

GAVI^DLLIATKLWCTCHKKSLVETACRKSLK 
ALKLNYLDLYL1HWPMGFKPPOTEWIMSCSELSF 
CLSOTRVQDLPLDESNIVIYIPSDTDFLDTWEAI^ 
DLVlTGLVKlSnGVSx^^ 

LTNQmCHPYLTQKNLISFCQSRDVSVTAYRPLG 
GSCEGVDLIDNPVIKRIAKEHGKSPAOILI 


3910 


A 


202 


705 


FFTMHRJKXVDNRnULIENGVAERQ^ 

RGKDQVVILHHMLSKATV^ 

GFSSimKKRMRQLQK^ 

AATN1RYCYYNETHDKILGNTFGMCVLQDFEALTP 

NLLARTVETVEGGGLVVILLRTMNSLKQLYTVT 

M 


3911 


A 


3 


723 


AGRGARAAGEGGGPFKSRPRPLPSSRSLPAVGGG 

RYGADKMAAGGAVAAAPECRLLPYALHKWSSF 

SSTYLPEMLVDKI>NDQSSRWSSESNYPPQYLILK 

LEl^AWQMTFGKYEKTHVCmKXFKVFGGMN 

EENMTELLSSGLKOTYNK^ 

RFIIOVPIXSWGPSIWSIWYVELSGIDDPDIVQPC 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanlne OCysteine, EKAspartic Add, 
E=Glutamic Add, ^Phenylalanine, G-GIydne, H»Histidine, 
I=Isoleudne, K°Lysine, L=Leutine, M^Methtonine, 
N^Asparagine, P=ProIine, (^Glutamine, R = Arginjne, S =3 Serine, 
TVThreomne, V«VaIine, W^Tryptophan, Y«Tyrosine, 
X^Unknown, * ra Stop codon, /^possible nudeotide deletion, 
\-=possible nucleotide insertion 










KKT 


3912 


A 


2 


461 


FEKXQLRRPSLFLLGCCSFGIMAPSLWKGLEGIG 

LFALAHAAFSAAQHRSYMRLTEKEDESLPIDIVL 

cw\ T a 17 A \T r vr i yj rzx\rLX\ a /tcttvtyk jtt* a totii t/vtvtd 
K£ 1 XwijArA V 1 Y Vjl VrilAvxbr JsUiYUJA 1 o!4LJ\lNJs.Tr 

DTVKNHPSFYVFNHRGSEYFSGPSDTANSSNQDA 
LSSNTSLKLRKLESLRR 


3913 


A 


362 


20 


APGRPEAKVPERSRESGSRRVRGPLLQLRPGRTS 
RPASGRGRGGAGGSYGKMRKPDSK1VLLGDMN 
VGKTSLLQRYMERRFPDTVSTVGGAFYLKQWRS 
YNISIWDTAGEAGAA 


3914 


A 


1 


7545 


PGIRVGITSQTGLSSNLQENCSKLAFISSHGTEKQ 

LQCNffMEGRGRASSSISDLQGKGFEKGTGEKHV 

PGVGSARHSPQASAGGSPWQRGKAQTRWLGKP 

DPGRKRRRGSPQEEGGLRVSAAARLLCSGANRC 

KVLVRQNSTPhfTQQPAVHPSTPPSRPLPQAGRCL 

VAPLRPHPDWVAAKTLAKALRAPGKPWRLAAP 

SPLGDLGAPGLPGPSTAPRTLSVEEPGVECNQLC 

LYADVTDPVLCLGQKDPGVEGKHCEKEKISSSK 

ELKHVHAKSEPSKPARRLSESLHVVDENKNESKI 

EREHKRRTSTPVIMEGVQEETDTRDVKRQVERSE 

ICTEEPQKQKSTLKNEKHLKKDDSETPHLKSLLK 

KEVKSSKEKPEREKTPSEDKLSVKHKYKGDCMH 

KTGDETELHSSEKGLKVEENIQKQSQQTKLSSDD 

KraRKSKHRNERKLSVLGKDGOVSEYIIKTDEN 

VRKENNKKERPCLSAEKTKAEHKSRRSSDSKIQK 

DSLGSKQHGITLQRRSESYSEDKCDMDSTNMDS 

NLKPEEVVHKEKRRTKSLLEEKXVLKSKSKTQG 

KQVKWETELQEGATKQATTPKPDKEKNTEEND 

SEKQRKSKVEDKPFEETGVEPVLETASSSAHSTQ 

KDSSHRAKLPLAKEKYKSDKDSTSTRLERKLSD 

GHKSRSLKJISSKDIKKKDENKSDDKDGKEVDSS 

HEKARGNSSLMEKKLSRRLCENRRGSLSQEMAK 

GEEKLAANTLSTPSGSSLQRPKXSGDMTLIPEQEP 

MEIDSEPGVENWEVSKTQDNRNNNSHQDIDSEN 

MKQKTSATVQKDELRTCTADSKATAPAYKPGR 

GTGVNSNSEKHADHRSTLTKKMHIQSAVSBCMNP 

GEKEPIHRGTTEVNmSETVHRMLLSAPSENDRV 

QKNLKNTAAEEHVAQGDATLEHSTNLDSSPSLSS 

VTVVPLRESYDPDVIPLroKRTVLEGSTASTSPAD 

HSALPNQSLTVRESEVLKTSDSKEGGEGFTVDTP 

AKASITSKRHIPEAHQATLLDGKQGKVIMPLGSK 

LTGVIVENENITKEGGLVDMAKKENDLNAEPNL 

KQTIKATVENGKKDGIAVDHVVGLNTEKYAETV 

KLIGiKRSPGKVKDISIDVERRI^ENSEVDTSAGSG 

SAPSVLHQRNGQTEDVATGPRRAEKTSVATSTE 

GKDKDVTLSPVKAGPATTTSSETRQSEVALPCTS 

IEADEGLnGTHSRKNPLHVGAEASECTVFAAAEE 

RAADLLAVHAVKIEANVNSWTEEKDDAVTSAG 

SEEKCDGSLSRDSEWEGTITFISEVESDGAVTSAG 

TE1RAGSISSEEVDGSQGNMMRMGPKKETEGTV 

TCTGAEGRSDNFVICSVTGAGPREERMVTGAGV 

VLGDNDAPPGTSASQEGDGSVNDGTEGESAVTS 

TGIIEDGEGPASCTGSEDSSEGFAISSESEENGESA 
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OXt\£ 11/ 

NO; 


Mf-thriH 

IVICIUUU 


* rcuicicu 

beginning 
nucleotide 
location 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Pr»riii«tpri anil 

nucleotide 

location 

corresponding 

to last amino 

acid residue of 

peptide 

sequence 


Amino acid sequence (A~Alsnine (^Cysteine, D^Aspartic Acid, 
E=dutaraic Acid, F»PbenylaIanine, (XJlycine, H»Histidine, 
I=Isoleucine, K=Lysine, L»Leudne, M=Methionine, 
N=Asparagine, IHProJine, Q=Glutamine, R^Arginine, S=Serine, 
"^Threonine, V=Valine, W^Tryptophan, Y=ayrostoe ( 
X B Unknown, *=Stop codon, ^possible nucleotide deletion, 
possible nucleotide insertion 










MDSTVAKEGTNVPLVAAGPCDDEGIVTSTGAKE 

EDEEGEDWTSTGRGNEIGHASTCTGLGEESEGV 

LICESAEGDSQIGTWEHVEAEAGAAIMNANENN 

VDSMSGTEKGSKDTDICSSAKGIVESSVTSAVSG 

KDEVTPVPGGCEGPMTSAASDQSDSQLEKVEDT 

USTGLVGGSYDVLVSGEVPECEVAHTSPSEKED 

EDIITSVENEECDGLMATTASGDITNQNSLAGGK 

NQGKVLnSTSTTNDYTPQVSAITDVEGGLSDALR 

TEENMEGTRVTTEEFEAPMPSAVSGDDSQLTASR 

SEEKDECAMISTSIGEEFELPISSATTIKCAESLQP 

VAAAVEERATGPVLISTADFEGPMPSAPPEAESP 

LASTSKEEKDECALISTSIAEECEASVSGVWESE 

NERAGTVMEEKDGSGIISTSSVEDCEGPVSSAVP 

QEEGDPSVTPAEEMGDTAMISTSTSEGCEAVMIG 

AVLQDEDRLTITRVEDLSDAAHSTSTAECMPISA 

SIDRHEENQLTADNPEGNGDLSATEVSKHKVPM 

PSLIAENNCRCPGPVRGGKEPGPVLAVSTEEGHN 

GPSVHKPSAGQGHPSAVCAEKEEKHGKECPEIGP 

FAGRGQKESTLHLINAEEKNVLLNSLQKEDKSPE 

TGTAGGSSTASYSAGRGLEGNANSPAHLRGPEQ 

TSGQTAKDSSVSSIRYLAAVNTGAIKADDMPPVQ . 

GTVAEHSFLPAEQQGSEDNLKTSTTKCITGQESKI 

APSHTMIPPATYSVALLAPKCEQDLTIKNDYSGK 

WTDQASAEKTGDDNSTRKSFPEEGDIMVTVSSE 

ENVCDIGNEESPLNVLGGLKLKANLKMEAYVPS 

EEEKNGEILAPPESLCGGKPSGIAELQREPLLVNE 

SLNVENSGFRTNEEIHSESYNKGEISSGRKDNAE 

AISGHSVEADPKEVEEEERHMPKRKRKQHYLSSE 

DEPDDNPDVLDSRIETAQRQCPETEPHATKEENS 

RDLEELPKTSSETNSTTSRVMEEKDEYSSSETTGE 

KPEQNDDDTIKSQE 


3915 


A 


1 


7545 


PGIRVGITSQTGLSSNLQENCSKLAFISSHGTEKQ 

LQCMPMEGRGRASSSISDLQGKGFEKGTGEKHV 

PGVGSARHSPQASAGGSPWQRGKAQTRWLGKP 

DPGRKRRRGSPQEEGGLRVSAAARLLCSGANRC 

KVLVRQNSTPNTQQPAVHPSTPPSRPLPQAGRCL 

VAPLRPHPDWVAAKTLAKALRAPGKPWRLAAP 

SPLGDLGAPGLPGPSTAPRTLSVEEPGVECNQLC 

LYADVTDPVLCLGQKDPGVEGKHCEKEKISSSK 

ELKHVHAKSEPSKPARRLSESLHVVDENKNESKI 

EREHKRRTSTPVIMEGVQEETDTRDVKRQVERSE 

ICTEEPQKQKSTLKNEKHLKKDDSETPHLKSLLK 

KEVKSSKEKPEREKTPSEDKLSVKHKYKGDCMH 

KTGDETELHSSEKGLKVEENIQKQSQQTKLSSDD 

KTERKSKHRNERKLSVLGKDGKPVSEYIIKTDEN 

VRKENNKKERRLSAEKTKAEHKSRRSSDSKIQK 

DSLGSKQHGITLQRRSESYSEDKCDMDSTNMDS 

NLKPEEVVHKEKRRTKSLLEEKLVLKSKSKTQG 

KQVKVVETELQEGATKQATTPKPDKEKNTEEND 

SEKQRKSKVEDKPFEETGVEPVLETASSSAHSTQ 

KDSSHRAKLPLAKEKYKSDKDSTSTRLERKLSD 

GHKSRSLKHSSKDIKKKDENKSDDKDGKEVDSS 

HEKARGNSSLMEKKLSRRLCENRRGSLSQEMAK 

GEEKLAANTLSTPSGSSLQRPKKSGDMTLIPEQEP 

MEIDSEPGVENVFEVSKTQDNRNNNSHQDIDSEN 
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ci?n in 
NO: 


M»thnri 
1T1CUIUU 


r i culCCcu 

beginning 
nucleotide 
tocation 
corresponding 
to first amino 
acid residue of 
peptide 
sequence 


Jrreoicteci ena 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A^Alanine O^Cysteine, D=Aspartlc Acid, 
E=Clutaraic Acid, F=Phenylalanine, OGlycine, H=»Hi$tidine, 
I^Isoleucine, K=Lysine, I^Leudne, M^Metiiionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=S trine, 
^Threonine, V=Valine, W=Tryptopban, Y«Tyrosine, 
X=Unknown, *«Stop codon, /^possible nucleotide deletion, 
\=possible nucleotide insertion 










MKQKTSATVQKDELRTCTADSKATAPAYKPGR 

GTGWSNSEKHADHRSTLTKXMHIQSAVSKMNP 

GEKEPIHRGTTEVNIDSETVHRMLLSAPSENDRV 

QKNLKNTAAEEHVAQGDATLEHSTNLDSSPSLSS 

VTVVPLRESYDPDVIPLFDKRTVLEGSTASTSPAD 

HSALPNQSLTVRESEVLKTSDSBCEGGEGFTVDTP 

AKASITSKRHIPEAHQATLLDGKQGKVIMPLGSK 

LTGVIVENEMTKEGGLVDMAKKENDLNAEPNL 

KQTIKATVENGKKDGIAVDHVVGLNTEKYAETV 

KLKHKRSPGKVKDISIDVERIWENSEVDTSAGSG 

SAPSVLHQRNGQTEDVATGPRRAEKTSVATSTE 

GKDKDVTLSPVKAGPATTTSSETRQSEVALPCTS 

IEADEGLnGTHSRNNPLHVGAEASECTVFAAAEE 

GGAWTEGFAESETFLTSTKEGESGECAVAESED 

RAADLLAVHAVKIEAWNSVVTEEKDDAVTSAG 

SEEKCDGSLSRDSEIVEGTITFISEVESDGAVTSAG 

TEIRAGSISSEEVDGSQGNMMRMGPKKETEGTV 

TCTGAEGRSDNFVICSVTGAGPREERMVTGAGV 

VLGDNDAPPGTSASQEGDGSVNDGTEGESAVTS 

TGITEDGEGPASCTGSEDSSEGFAISSESEENGESA 

MDSTVAKEGTNVPLVAAGPCDDEGIVTSTGAKE 

EDEEGEDWTSTGRGNEIGHASTCTGLGEESEGV 

LICESAEGDSQIGTWEHVEAEAGAAIMNANENN 

VDSMSGTEKGSKDTDICSSAKGIVESSVTSAVSG 

KDEVTPVPGGCEGPMTSAASDQSDSQLEKVEDT 

USTGLVGGSYDVLVSGEVPECEVAHTSPSEKED 

EDITTSVENEECDGLMATTASGDITNQNSLAGGK 

NQGKVLnSTSTTNDYTPQVSAITDVEGGLSDALR 

TEENMEGTRVTTEEFEAPMPSAVSGDDSQLTASR 

SEEKDECAMISTSIGEEFELPISSArnKCAESLQP 

VAAAVEERATGPVLISTADFEGPMPSAPPEAESP 

LASTSKEEKDECALISTS1AEECEASVSGVWESE 

NERAGTVMEEKDGSGIISTSSVEDCEGPVSSAVP 

QEEGDPSVTPAEEMGDTAMISTSTSEGCEAVMIG 

AVLQDEDRLTTTRVEDLSDAAIISTSTAECMPISA 

SBDRHEENQLTADNPEGNGDLSATEVSKHKVPM 

PSLIAENNCRCPGPVRGGKEPGPVLAVSTEEGHN 

GPSVHKPSAGQGHPSAVCAEKEEKHGKECPEIGP 

FAGRGQKES1LHLINAEEKNVLLNSLQKEDKSPE 

TGTAGGSSTASYSAGRGLEGNANSPAHLRGPEQ 

TSGQTAKDSSVSSIRYLAAVNTGAIKADDMPPVQ 

GTVAEHSFLPAEQQGSEDNLKTSTTKCITGQESKI 

APSHTMIPPATYSVALLAPKCEQDLTIBCNDYSGK 

WTDQASAEKTGDDNSTRKSFPEEGDIMVTVSSE 

ENVCDIGNEESPLNVLGGLKLKANLKMEAYVPS 

EEEKNGEILAPPESLCGGKPSGIAELQREPLLVNE 

SLNVENSGFRTNEE1HSESYNKGEISSGRKDNAE 

AISGHSVEADPKEVEEEERHMPKRKRKQHYLSSE 

DEPDDNPDVLDSRIETAQRQCPETEPHATKEENS 

RDLEELPKTSSETNSTTSRVMEEKDEYSSSETTGE 

KPEQNDDDTIKSQE 


3916 


A 


2 


773 


GPFGVLWPSAKPGPVTAVEARPPDASDPEGLRG 
GSPAPLLAPGPLDPSGRLHPAVSMMSYLKQPPYG 
MNGLGLAGPAMDLLHPSVGYPATPRKQRRERTT 
FTRSQLDVLEAI^AKTRYPDFMREEVALKINLPE 
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SEQ ID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A^AIanine 0=Cysteine, D=*Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, G=Glycine, H~Histidine, 
JNteoleucine, K=»Lysine, L«Le urine, M^Methionine, 
N»Asparagine, P=Prollne, Q=GIutamine, R=ArginIne, S=Scrine, 
T«Threonine, V=VaIine, W=^Tryptophan, Y«iyrosine, 
X«Unknown, *=*Stop codon, /^possible nucleotide deletion, 
^possible nucleotide insertion 










SRVQVWFKNRRAKCRQQQQSGSGTKSRPAKKX 
SSPVRESSGSESSGQFTPPAVSSSASSSSSASSSSA 
NPAAAAAAGLWAKLPCPLHDFSLCVFIEENRLV 
SGSWARDIRSVEETDKSGYR 


3917 


A 


2 


776 


RNIPGRRFRPPGIJUUJLKGPHM^^ 

AlJRELVPSSHAGSGASEHCQNpniQ 

NVQAGGA1APPRHLCGLCSRLHFLKPDLSVRAA 

PSRAGASVMALRKELLKSIWYAFTALDVEKSGK 

VSKSQLRVLSHNLYTVIJ1IPHDPVALEEHFRDDD 

DGPVSSQGYMPYLNKYILDKVl^ 

LCWTLTAKKNYRADSNGNSMLSNQDAFRLWCL 

FNFLSEDKYPLIMDPDEGEYLLKRYS 


3918 


A 

A 


10 


318 


WQDLVCLGGSl^QEQKPLQQLWNAILLVAMLL 
CTGLWQAQRQASRQSQRELGGQVDLFKRRW 
RRLASLKTRRCRLSRAAQGLPDPGAETCAVCLD 
YFCNKQ 


3919 


A 


1 


204 


RVLTAINHTLK^NLRKFYKGI^ 

RAMRRRLNMHEENLKTKK 

AKA 


3920 


A 


1 


654 


RCCRSPVAPLQEKWFGLFFLGAILCLSFSWLFHT 

VYCHSEGVSRLFSKLDYSGIALLIMGSFVPWLYY 

SFYCNPQPCFIYLIVICVLGIAAUVSQWDMFATPQ 

YRGVRAGVFLGLGLSGIlPTLrlYVISEGFLKAATI 

GQIGWLMLMASLYITGAALYAARIPERFFPGKCD 

IWFHSHQLFHIFWAGAFVHraGVSNLQEFRFMI 

GGGCSEEDAL 


3921 


A 


1587 


452 


LERDGCGGEEGGSVRSGAGPDSDPRGASSPPAG 

HRGTAASPRPVAAPSRTPAPPHTRARASPGLPSG 

PAWRRVQWFSRVSGQVSTLMKATVLMRQPGRV 

QEIVGALRKGGGDRLQVISDFDMTLSRFAYNGK 

RCPSSYNILDNSKnSEECRKELTALLHHYYPIEID 

P1TCTVXEKLPHMVEWWTKAHNLLCQQKIQKFQI 

AQVVRESNAMLMGYKTFrOTLYHNNIPLFIFSA 

GIGDILEEllRQMKVFHPNIHW 

QGFKGQLIHTYNKNSSACENCGYFQQLEGKTNV 

EXGDSIGDLTMADGVPGVQNILKIGFLNDKVEE 

RRERYMDSYD1VLEKI)ETLDVWGLLQHILCQG 

VQLEMQGP 


3922 


A 


2 


164 


GK1YQRAFGGHSLKFGKGVQAHGCCCVADRTG 
HSILHTSYGRERPAPVHLRQDT 


3923 


A 


2 


3258 


EI^THAYAKLGTRRRHREVTVFVPTWQLKKNR 

RVRESHFLTKLHSLKMLSITPSQLENGKKITTTO 

YRFMVKLAEETDGIWTNEQIHILMNS 

Dl^LPFTFAGNLFMVPDDPLGRDGPTLDEFLKKP 

NRLDTDIGNFLKVWKTLPPSSASVTELSDDADSG 

PLESLPNMEEVREEKEERQDEEQRQGQGTQKAA 

EEDDLDSSLASVFRVECPSLSEEILRCLSLHDPPD 

GALDIDLLPGAASPYLGIPWDGKAPCQQVLAHL 

Al^-L I lr oWr 1 ALorrMurlVUJorlKDAj^ 

PLHSLLKQKPDWQWDQEHEEAFLALKRALVSAL 

CLIVL\PNSQLPFRLEVTVSHVALTAILHQEHSGRK 

HPIAYTSKPLLPDEESQGPQSGGDSPYAVAWALK 

HFSRCIGDTPWLDLSYASRTTADPEVREGRRVS 

KAWLIRWSLLVQDKGKRALELALLQGLLGENRL 

LTPAASMPRFFQVLPPFSDLSTFVCIHMSGYCFYR 
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cirri TT* 

NO: 


lVieuioa 


r reaiCKcu 

beginning 

nucleotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

seqnence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


AuiiDu acio sequence iA H Auininc \-/^\».y a i ej uCj i/^ASpSruC ACJQj 

E=Glatamic Acid, ^Phenylalanine, G=Glyrine, H=Hlstidine, 
Hboleudne, K^Lysine, L=Leudne, M^Metbionine, 
N=Asparagine, peProline, Q=GIutamine T R=Arginine, S=Serine, 
T=Threonlne, V=Valine, W=Tryptophan, Y«=(ryrosine, 
X^Unknown, *=Stop codon, /^possible nndeotide deletion, 
V=possible nudeotide insertion 










EDEWCAGFGLYVLSPTSPPVSLSFSCSPYTPTYA 

HLAAVACGLERFGQSPLPWFLTHCNWSLLWE 

LLPLWRARGFLSSDGAPLPHPSLLSYnSLTSGLSS 

1JPHYRTSYRGSLFAVTVDTLAKQGAQGGGQWW 

SLPKDWAPTVSPHAMGKRPNLLALQLSDSTLAD 

IIARLQAGQKLSGSSPFSSAFNSLSLDKESGLLMF 

KGDKBCPRVWWPTQLRRDLIFSVHDIPLGAHQR 

PEETYKKIJ^LGWWPGMQEHVKDYCRSCLFCIP 

RNLIGSELKVffiSPWPLRSTAPWSNLQIEWGPVT 

ISEEGHKHVLIVADPNTRWVEAFPLKPYTHTAVA 

QVLLQHWARWGWVRLEAAQGPQFARHVLVS 

CGLALGAQVASLSRDLQFPCLTSSGAYWEFKRA 

LKEFIFLHGKKWAASI^LLHLAFIIASSTDATPFK 

VLTGGESRLTEPLWWEMSSANIEGLKMDVFLLQ 

LVGELLELHWRVADKASEKAENRRFKRESQEKE 

WNVGDQVLLLSLPRNGSSAKWVGPFYIGDRLSL 

SLYRIWGFPTPEKLGCIYPSSLMKAFAKSGTPLSF 

KVLEQ 


3924 


A 


1 


1826 


MGSVTVRYFCYGCLFTSATWTVLLFVYFNFSEV 

TQPLKNVPVKGSGPHGPSPKKFYPRFTRGPSRVL 

EPQFKANKIDDVIDSRVEDPEEGHLKFSSELGMIF 

NERDQELRDLGYQKHAFNMLISDRLGYHRDVPD 

TRNAACKEKFYPPDLPAASWICFYNEAFSALLR 

TVHSVIDRTPAHLLHEIELVDDDSDFDDLKGELDE 

YVQKYLPGKIKVIRNTKREGLIRGRMIGAAHATG 

EVLVFLDSHCEVNVMWLQPLLAAIREDRHTVGC 

PAm>IISADTLAYSSSPVVRGGFNWGLHFKWDLV 

PLSELGRAEGATAPIKSPTMAGGLFAMNRQYFH 

ELGQYDSGMDIWGGENLEISFRIWMCGGKLFIIP 

CSRVGHIFRKRRPYGSPEGQDTMTHNSLRLAHV 

WLDEYKEQYFSLRPDLKTKSYGNISERVELRKKL 

GCKSFKWYLDNVYPEMQISGSHAKPQQPIFVNR 

GPKRPKVLQRGRLYHLQTNKCLVAQGRPSQKG 

GLWLKACDYSDPNQIWIYNEEHELVLNSLLCLD 

MSETRSSDPPRLMKCHGSGGSQQWTFGKNNRLY 

QVSVGQCLRAVDPLGQKGSVAMAICDGSSSQQ 

WHLEG 


3925 


A 


5386 


2897 


VRWNSKTECYLSIQTQENFPANLNELVNCIV1SSL 

VTTQRKLKAMSLLGSRNQLARAVLNPNPMDFCT 

KDLLTTTSERIIAYLRDFNEDQKKAIETAYAMVK 

HSPSVAKICLIHGPPGTGKSKTIVGLLYRLLTENQ 

RKGHSDENSNAKIKQNRVLVCAPSNAAVDELM 

KKIILEFKEKCBCDKKNPLGNCGDINLVRLGPEKSI 

NSEXHLKFSLDSQVNHRMKKELPSHVQAMHKRIC 

EFLDYQLDELSRQRALCRGGREIQRQELDENISK 

VSKERQELASKIKEVQGRPQKTQSniLESHIICCT 

LSTSGGLLLESAFRGQGGVPFSCVIVDEAGQSCEI 

ETLTPLIHRCNKLILVGDPKQIJPPTVISMKAQEYG 

YDQSMMARFCRLLEENVEHNMISRLPILQLTVQ 

YRMHPDICLFPSNYVYNRKLKTNRQTEAIRCSSD 

WPFQPYLVFDVGDGSERRDNDSYINVQEIKLVM 

EIIKLIKDKRKD V SFRNIGIITHYKA QKTMI QKDL 

DKEFDRKGPAEVDTVDAFQGRQKDCVIVTGVRA 

NSIQGSIGFIASLQRLNVTTTRAKYSLFILGHLRTL 

MENQHWNQLIQDAQKRGAIIKTCDKNYRHDAV 
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SEQ ID 
NO: 


Metbod 


Predicted 

beginning 

nadeotide 

location 

corresponding 

to first amino 

add residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue of 
peptide 
sequence 


Amino acid sequence (A B Alanine O^Cysteine, D=Aspartic Acid, 
E^GIutamic Acid, ^Phenylalanine, G»Glycine, H«Histidine, 
I^Isoleuclne, K=Lysine, L»Leucine, M«MethJonine, 
N=Asparagine, P=Proline, Q^GIutamine, R s Arginine, S^Serine, 
T^Threonine, V«Valine, W«Tryptophan, Y^^iyrosine, 
X^TJnknown, *=Stop codon, /^possible nudeotide deletion, 
^possible nudeotide insertion 










K IT iKT ,KP VLQR^LTHPPTLAf EGSRPQQQLPSSKL 
DSGFAKTSVAASLYHTPSDSKEITLTVTSKDPERP 

PVnDQLQDrRLLICKMCjJEVK(^lr 

HPGATPPTGEPGFPWHQDLSHVQQPAAWAAL 

SSHKPPVRGEPPAASPEASTCQSKCDDPEEELCH 

RREARAFSEGEQEKCGSETrfflTORNSRWDKRTL 

EQEDSSSKKRKLL 


3926 


A 


99 


284 


MPREDRATWKSNYFLKJIQLLDDYPKRFIVGANN 
VGSKQMQQIRMSLRGKAVVLMGKNTMMR 


3927 


A 


542 


2 


AHLLMLNLAL\TDLL\YLTSLPFLMYYASGENWI 
FGDFMCKFIRFSFHFNLYSSILFLTCFSIFRYC\Tra 
PMSCFSIHKTRCAWACAVVWnSLVAVIPMTFLI 
TSTNRTNRSACLDLTSSDELNTIKWYNLILTA\LL 
CLPLVIVTLCYTTIIHTLTHGHAN\DSCLKQKARR 
LTTLLL 


3928 


A 


1 


1516 


GEEAVGGGAEGGGFGVGAQGRAGGRGVEAGR 

MRLSKTLVDMDMADYSAALDPAYTTLEFENVQ 

VLTMGNDTSPSEGTNLNAPNSLGVSALCAICGDR 

ATGKHYGASSCDGCKGFFRRSVRKNHMYSCRFS 

RQCVVDKDKRNQCRYCRIJCKCFRAGMKKEAV 

QNERDRISTRRSSYEDSSLPSINALLQAEVLSRQIT 

SPVSGINGDIRAKKIASIADVCESMKEQLLVLVE 

WAKYIPGFCELPLDDQGALLRAHAGEHLLLGAT 

KRSMVFKDVLLLGNDYIVPRHCPELAEMSRVSIR 

ILDELVLPFQELQIDDNEYAYLKAIIFFDPDAKGL 

SDPGKIKRLRSQVQVSLEDYINDRQYDSRGRFGE 

LLLLLPTLQSITWQMffiQIQFIKLFGMAKIDNLLQ 

EMLLGGSPSDAPHAHHPLHPHLMQEHMGTNVIV 

ANTMPTHLSNGQMCEWPRPRGQAATPETPQPSP 

PGASGSEPYKLLPGAVAUVKPLSAIPQPTITKQE 

VI 


3929 


A 


1 


2782 


RVLSLESPLEKDPRVLGAQSVPRGRALKGLSPLG 

LDSAFRLFPDPRAGPWNTAVLSSGMEPETALWG 

PDLQGPEQSPNDAHRGAESENEEESPRQESSGEEI 

IMGDPAQSPESKDSTEMSLERSSQDPSVPQNPPTP 

LGHSNPLDHQIPLDPPAPEVVPTPSDWTKACEAS 

WQWGALTTWNSPPWPANEPSLRELVQGRPAG 

AEKPYICNECGKSFSQWSKLLRHQRIHTGERPNT 

CSECGKSFTQSSHLVQHQRTHTGEKPYKCPDCG 

KCFSWSSNLVQHQRTHTGEKPYKCTECEICAFTQ 

STNLIKHQRSHTGEKPYKCGECRRAFYRSSDLIQ 

HQATHTGEKPYKCPECGKRFGQNHNLLKHQKIH> 

AGEKPYRCTECGKSFIQSSELTQHQRTHTGEKPY 

ECLECGKSFGHSSTLIKHQRTHLREDPFKCPVCG 

KTFTLSATLLRHQRTHTGERPYKCPECGKSFSVS 

SNLIKHQRJHRGERPYICADCGKSFIMSSTLIRHQ 

RIHTGEKPYKCSDCGKSFIRSSHLIQHRRTHTGEK 

PYKCPECGKSFSQSSNLITHVRTHMDENLFVCSD 

f^r^V A ITT t? A UTCT "C/^M-TPA/T UUP fWT} A DD A /^V/~»T\CT 

UOJsAr LrAxibUby rlK V IrlbKCjK 1 r AKKA y uDbL 

LGLGDPSLLTPPPGAKPHKCLVCGKGFNDEGIFM 

QHQRIHIGENPYKNADGLIAHAAPKPPQLRSPRL 

PFRGNSYPGAAEGRAEAPGQPLKPPEGQEGFSQR 

RGLLSSKTYICSHCGESFLDRSVLLQHQLTHGNE 

KPFLFPDYRIGLGEGAGPSPFLSGKPFKCPECKQS 

FGLSSELLLHQKVHAGGKSSHKSPELGKSSSVLL 
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SEQID 
NO: 


Method 


Predicted 

beginning 

nucleotide 

location 

corresponding 

to first amino 

acid residue of 

peptide 

sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue of 
peptide 
sequence 


Amino acid sequence (A=Alanlne OCysteine, D^Aspartic Acid, 
E=Glutamic Acid, ^Phenylalanine, G=Glycine, H=Histidine, 
I=Isoleucine, K^Lysine, L^Leucine, M«Methionine, 
NsAsparagine, P=Proline, Q=Glutamine, R«Arginine, S^erine, 
TMThreonfne, V^Valine, W«Tryptophan, Y*=TFyrosine, 
X s Unknown, *=Stop codon, /^possible nucleotide deletion, 
\=possibfe nucleotide insertion 










EHLRSPLGARPYRCSDCRASFLDRVALTRHOETH 
TQEKPPOTEDPPPEAVTLSTDQEGEGETPTPTESS 
SHGEGQNPKTLVEEKPYLCPECGAGFTEVAALLL 
HRSCHPGVSL 


3930 


A 


513 


273 


KTQEIHIYISEHIFFPFLQGFGNLPICMAKTDLSLS 
HQPDKKGVPSDFELPISDVRASIGAGFIYPLVGTG 
SRESPLWL 


3931 


A 


16 


305 


KRRDFLSCWPAFTVLGEARGDQVDWSKLYRDT 
GLVKMSRKPRASSPFSNNHPSIPKKRGRGKHPLI 
PGPEALSKFPRQPIREKGPVKEVPGTKGSP 


3932 


A 


16 


305 


KRRDFLSCWPAFTVLGEARGDQVDWSKLYRDT 
GLVKMSRKPRASSPFSNNHPSTPKRRGRGKHPU 
PGPEALSKFPRQPIREKGPVKEVPGTKGSP 


3933 


A 


1 


1546 


STHASEHWDSALQLAKHLAPDQIPF1SKEYAIQLE 

FAGDYVNALAHYEKGITGDNKEHDEACLAGVA 

QMSIRMGDIRRGVNQALKHPSRVLKRDCGAILE 

NMKQFSEAAQLYEKGLYYDKAASVYIRSKNWA 

KVGDLLPHVSSPKIHLQYAKAKEADGRYKEAVV 

AYENAKQWQSVIRIYLDHLNNPEKAVNIVRETQ 

SLDGAKMVARFFLQLGDYGSAIQFLVMSKCNNE 

AFTLAQQHNKMEIYADnGSEDTTNEDYQSIALY 

FEGEKRYLQAGKFFLLCGQYSRALKHFLKCPSSE 

TYMV A A TPTVf^O A !<TnPT T TMOT rnWT T fWWTl 
UlN V J\lxZlvl/\lxZ, 1 V \J\^J\jSAJl!,JuLr X IN V^l^lJJlTj^A^VJXSlN JJ 

GMPKI>AKYLFRLYMALKQYREAAQTAII1AREE 

QSAGNYRNAHDVLFSMYAELKSQKKIPSEMAT 

NLMILHSmVKIHVKNGDHMKGARMLIRVANN 

ISKFPSHIWILTSTVIECHRAGLKNSAFSFAAML 

MRPEYRSKIDAKYKKK1EGMVRRPDISEIEEATTP 

CPFCKFLLPESELL 


3934 


A 


334 


1268 


PTRRPILPLTSPKAISVPSPLQGKQHTLVKSCLSVS 

GIGGFLVSLSSRMKLQTLAVSVTALKFWSAYVP 

CQTQDRDALRLTLEQIDLIRRMCASYSELELVTS 

LGVRYLTLTHTCNTPWAESSAKGVHSFYNNISGL 

TOFGEKWAEMNRLGMMVDLSHVSDAVARRAL 

EVSQAPVIFSHSAARGVCNSARNVPDDILQLLEE 

ERWAFVMVSLFHGELIQWQPIRPMCSTVADHFD 

HIKAWGSKnGIGGDYDGAGKYRKKTTCKAPW 

RTSSRMSS 


3935 


A 


1 


883 


HETTPAWQSVLLERGWNKFDKQEQNAEDWNL 
YWRTS SFRMTEHNS VO WQQLNHHPGTTKLTR 
KDCLAKHLKHMRRMYGTSLYOFTPLTFVMPNnY 

iTi " *i /it *^ i * 1 i M w in^i m i^TF x v-i a. \jxj x j. xjl JUj X X v 1YXX iiL/ x 

TKFVAEYFQERQMLGTKHSYWICKPAELSRGRG 

ILIFSDFKDFIFDDMYIVQKYISNPLLIGRYKCDLR 

rYVCVTGFKPLTIYVYQEGLVRFATEKFDLSNLQ 

NNYAHLTNSSINKSGASYEKIKEVIGHGCKWTLS 

RFFSYLRSWDVDDLLLWKKIHRMVILTILAIAPS 

VPFAANCFELFGFDILIDDNEFHRTG 


3936 


A 


203 


441 


HLAHSLGPIJPKJiYQYCVRYLYYQVTKDVlKEFA 
DDGVKYLELRSTPRRENATGMTKKTYVESILEGJ 
KQSKQENLDEDV 
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TABLE 7 
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Position of end of 
Signal in Amino Acid 
sequence 


Maxa (IVLAAIMUIVI 


MeanS (Mean Score) 


1 
1 


i y 


A QOA 


ft ARft 
U.OoU 


9 
z 


94 

Z*r 


n 0A4 
u.yo4 


ft ££1 




91 
Zl 


A OQA 

u.yyu 


A 0ft1 

u.yui 


4 


1 Q 

iy 


A OQI 

u.yoi 


A 040 

u.y4z 


c 

j 


oo 
zz 


A OOI 

u.yy 1 


A OOO 

u.yzo 


0 


91 
Zl 


A O^A 


A QAO 


o 
5 


99 
ZZ 


AGIO 


A 11 Q 


o 

y 


17 
1 / 


A 00*7 

u.997 


A OXO 

0.9o9 


1 1 
11 


1 O 

iy 


A OOA 

0.930 


a cor\ 
0.050 


13 


OA 

36 


0.983 


0.863 


1 A 

14 


oo 
Z8 


a no c 

0.935 


A OOA 

0.839 


15 


O 1 

Zl 


0.997 


a nee 
0.955 


i £ 
lo 


lo 


a no<] 

0.983 


A (\A A 

0.944 


1 / 


lis 


A flOO 

o.ysy 


A OOA 


1 Q 

iy 


4y 


0.990 


A *71 A 
0./ 19 


OA 

zu 


oo 
Zo 


A OOO 

0.9 /Z 


A no A 


Ol 

zl 


oo 


A AC vl 

0.954 


A OAC 

0.905 


ZZ 


A*Z 

4o 


a ncc 
0.955 


A CiCO 

U.505 


OO 
ZJ 


o/; 
Zo 


A Q/IO 


A &KA 


04 
Z4 


iy 


A QOQ 

v.y/y 


A OA 1 


O^ 
Z5 


0/1 

J4 


A OD/1 

0.884 


0.565 


9£ 
ZO 


oo 
DD 


A OO/f 


A <QA 

U.584 


07 
Z/ 




A OO"^ 

U.y75 


o.yi4 


Off 
Z5 


1 O 

lo 


A QOA 


0.934 


OQ 

zy 


OO 
ZJ 


A OOll 

u.yzo 


A Ol O 

U./lo 


OA 
JU 


OA 

zo 


A 0*70 

u.y/o 


A QQC 
0.OO5 


OO 

JZ 


OA 

zu 


A O/IA 

o.y4o 


A 1 1 O 

0. /19 




oo 
zy 


0.933 


0.671 


0< 


o< 
Zj 


A QQ£ 
0.990 


A OOA 

0.920 


OA 
JO 


OA 

ZO 




A COft 

0.579 


/in 
4U 


1 o 

iy 


A OOI 

U.yo 1 


A Q/IO 

u.y4z 


ah 
4/ 


o^ 
ZD 


A OOI 


A AAA 
0.909 


<;o 


oo 
ZZ 


A OQI 

u.yyi 


A OOO 

u.yzo 




O/l 

Z4 


A 0£A 

u.you 


A OAO 

U.0U0 


aa 
ou 


10 

iy 


A OQA 

u.y<so 


A Q£.H 

u.yo/ 


/o 


00 
ZZ 


A OI O 


A Ol 0 

U./lo 


RA 
OO 


OA 

zu 


A ffffO 
U.ooJ 


A «e. 


o / 


94 
z*t 


ft GR9 


A COO 


RR 
OO 


17 


n 007 
u.yy / 


ft OAO 

u.yoy 


1 IS 


10 
iy 


ft Q3ft 


ft Afift 

U.OOU 




JO 


U.70J 


ft RA^ 
U.OOJ 




17 


\j.y u 


ft £0£ 

u.oyo 


i j i 


10 


ft QSR 

U.7JO 


ft QftS 


140 

J*tU 


98 




ft R30 


l HO 


39 
JZ 


u.y l*r 


ft 74ft 
U. /4U 


1 SI 


91 
Zl 


ft 007 

u.yy / 


A 0^< 


154 


25 


0.913 


ft 


155 


29 


0.972 


0.857 


169 


30 


0.977 


0.817 


170 


30 


0.977 


0.819 


171 


30 


0.977 


0.819 


175 


47 


0.926 


0.606 


176 


30 


0.968 


0.872 


177 


22 


0.957 


0.791 


192 


43 


0.930 


0.678 



472 



WO 01/57190 POYUS01/04098 



SEQ ID NO: 


Position of end of 
Signal in Amino Acid 
Sequence 


MaxS (MAXIMUM 
SCORE) 


MeanS (Mean Score) 


195 


19 


0.956 


0.860 


202 


.21 


0.982 


0.871 


203 


24 


0.957 


0.870 


207 


23 


0.954 


0.905 


224 


46 


0.955 


0.568 


225 


26 


0.942 


0.654 


228 


45 


0.961 


0.839 


231 


28 


0.994 


0.937 


232 


28 


0.993 


0.896 


234 


19 


0.979 


0.942 


235 


19 


0.979 


0.941 


238 


20 


0.987 


0.943 


244 


23 


0.929 


0.683 


250 


34 


0.884 


0.565 


256 


33 


0.934 


0.584 


258 


25 


0.934 


0.729 


259 


22 


0.969 


0.871 


264 


19 


0.952 


0.753 


265 


17 


0.975 


0.914 


266 


17 


0.975 


0.914 


271 


23 


0.974 


0.884 


274 


13 


0.971 


0.834 


275 


18 


0.980 


0.934 


278 


32 


0.958 


0.668 


280 


24 


0.966 


0.881 


281 


24 


0.966 


0.881 


286 


23 


0.928 


0.718 


291 


35 


0.991 


0.824 


293 


27 


0.956 


0.806 


294 


23 


0.952 


0.827 


301 


26 


0.978 


0.885 


316 


20 


0.946 


0.719 


320 


28 


0.978 


0.726 


327 


29 


0.933 


0.671 


331 


48 


0.903 


0.571 


345 


25 


0.996 


0.920 


349 


26 


0.903 


0.579 


351 


24 


0.951 


0.876 


352 


18 


0.944 


0.716 


353 


32 


0.992 


0.854 


354 


27 


0.945 


0.817 


355 


16 


0.922 


0.716 


356 


13 


0.959 


0.818 


357 


23 


0.986 


0.878 


358 


19 


0.904 


0.671 


359 


16 


0.988 


0.951 


360 


15 


0.981 


0.938 


361 


18 


0.944 


0.716 


362 


21 


0.984 


0.869 


363 


40 


0.979 


0.813 


364 


18 


0.883 


0.693 


365 


22 


0.962 


0.908 


366 


22 


0.961 


0.827 


367 


44 


0.941 


0.624 


368 


20 


0.952 


0.791 


369 


22 


0.949 


0.840 


370 


28 


0.957 


0.682 
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SEQ ID NO: 


Position of end of 
Signal in Amino Acid 
Sequence 


MaxS (MAXIMUM 
SCORE) 


MeanS (Mean Score) 


372 


28 


0.974 


0.894 


373 


19 


0.972 


0.947 


374 


29 


0.968 


0.785 


375 


19 


0.949 


0.897 


377 


23 


0.962 


0.910 


378 


31 


0.974 


0.895 


379 


26 


0.969 


0.939 


380 


27 


0.945 


0.817 


383 


27 


0.945 


0.817 


384 


25 


0.992 


0.877 


385 


32 


0.983 


0.825 


386 


44 


0.924 


0.564 


387' 


26 


0.971 


0.894 


388 


19 


0.989 


0.862 


389 


24 


0.990 


0.947 


390 


34 


0.942 


0.635 


391 


16 . 


0.922 


0.716 


394 


19 


0.987 


0.970 


398 


36 


0.992 


0.866 


404 


13 


0.959 


0.818 


417 


23 


0.986 


0.878 


421 


19 


0.904 


0.671 


425 


28 


0.971 


0.717 


431 


16 


0.988 


0.951 


452 


18 


0.944 


0.716 


459 


21 


0.991 


0.902 


468 


21 


0.984 


0.869 


478 


40 


0.979 


0.813 


486 


18 


0.883 


0.693 


499 


22 


0.962 


0.908 


501 


19 


0.962 


0.877 


514 


44 


0.941 


0.624 


529 


20 


0.952 


0.791 


533 


39 


0.914 


0.719 


548 


28 


0.957 


0.682 


561 


28 


0.974 


0.894 


562 


28 


0.974 


0.893 


564 


18 


0.949 


0.806 


576 


19 


0.972 


0.947 


584 


29 


0.968 


0.785 


585 


28 


0.973 


0.810 


591 


19 


0.949 


0.897 


592 


24 


0.991 


0.954 


594 


20 


0.985 


0.959 


595 


20 


0.985 


0.959 


612 


23 


0.962 


0.910 


619 


31 


0.974 


0.895 


621 


15 


0.959 


0.795 


633 


26 


0.969 


0.939 


640 


20 


0.949 


0.842 


645 


25 


0.911 


0.759 


684 


25 


0.992 


0.877 


691 


32 


0.983 


0.825 


698 


44 


0.924 


0.564 


700 


19 


0.982 


0.941 


710 


26 


0.971 


0.894 


714 


23 


0.965 


0.907 
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SEO ID NO: 


Position of end of 
Signal in Amino Acid 
Sequence 


MaxS (MAXIMUM 
SCORE) 


MeanS fMefln Scored 


718 


19 


0.989 


0.862 


725 


21 


0.976 


0.851 


728 


33 


0.961 


0.895 


734 


25 


0.963 


0.660 


741 


34 


0.942 


0.635 


744 


19 


0.959 


0.924 


747 


16 


0.922 


0.716 


756 


26 


0.973 


0.864 


767 


22 


0.986 


0.943 


768 


27 


0.916 


0.758 


769 


19 


0.987 


0.970 


770 


22 


0.981 


0.933 


771 


34 


0.993 


0.893 


773 


20 


0.968 


0.939 


774 


21 


0.971 


0.945 


778 


22 


0.986 


0.943 


779 


32 


0.973 


0.846 


781 


23 


0.950 


0.857 


785 


27 


0.916 


0.758 • 


786 


27 


0.916 


0.758 


788 


22 


0.981 


0.933 


793 


22 


0.986 


0.803 


794 


39 


0.892 


0.654 


797 


27 


0.965 


0.847 


810 


22 


0.981 


0.933 


823 


34 


0.993 


0.893 


825 


17 


0.962 


0.778 


837 


20 


0.968 


0.939 


844 


25 


0.984 


0.951 


845 


17 


0.919 


0.706 


846 


21 


0.971 


0.945 


847 


21 


0.971 


0.945 


890 


22 


0.986 


0.943 


893- 


24 


0.971 


0.865 


894 


24 


0.971 


0.865 


896 


32 


0.973 


0.846 


899 


31 


0.982 


0.817 


922 


15 


0.882 


0.706 


924 


21 


0.975 


0.948 


925 


21 


0.927 


0.661 


933 


20 


0.967 


0.906 


960 


20 


0.967 


0.906 


967 


38 


0.970 


0.784 


968 


47 


0.970 


0.557 


972 


36 


0.945 


0.775 



TABLE 8 



SEQ 

ID 

NO: 


Method 


Predicted 
beginning 
nucleotide 
location 

corresponding to 
first amino acid 
residue of 
peptide sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue 
of peptide 
sequence 


Amino acid sequence (A=Alanine O^Cysteine, D=Aspartic 
Acid, E=Glutamic Acid, ^Phenylalanine, G=Glycine, 
BNHistidine, I=Iso leucine, K=Lysine, L=Leucine, 
M=Methionine, N=Asparagine» P=*ProIine, Q=Glutamine, 
R=Arginine, S=Serine, T^Threonine, V^Valine, 
W=Tryptophan, Y^Tyrosine, X=Unknown, *=Stop codon, 
/^possible nucleotide deletion, \=possible nucleotide 
insertion 


3955 


A 


235 


1272 


GPREVLAASSLADGSEEQVMAVALVRERDLSFPG 
VGDAVVNPTRWHLPAQPEMLYEGGEGRMETLK 
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SEQ 

D> 

NO: 


Method 


Predicted 
beginning 
nucleotide 
location 

corresponding to 
first amino acid 
residue of 
peptide sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
add residue 
of peptide 
sequence 


Amino acid sequence (A= Ala nine OCysteine, D^Aspartic 
Acid, £=Glutamic Acid, ^Phenylalanine, G=Glycine, 
EHHistidine, I=Iso!eucine, K-Lysine, L=Leucine, 
M^Methionine, N=Asparagine, P=Proline, Q=Glutamine, 
R=Arginine, S=Serine, T=Threonine, V=VaIine, 
W»Tryptophan, Y=Tyrosine, X=Unknown, *~Stop codon, 
/^possible nucleotide deletion, V=possible nucleotide 
insertion 










DKTLQEIJEELQNDSEAIDQLALESPEVQDLQLERE 

MALATNRSLAERNLEFQGPLEISRSNLSDRYQELR 

KLVERCQEQBCAKLEKFSSALQPGTLLDLLQVEGM 

KffiEESEAMAEKFLEGEVPLETFLENFSSMEMLSH 

LRRVRVEKLQEVVRKPRASQELAGDAPPPRSPPP 

V/PPSPPGNTPCG*RAAAATISHASLPFALQPIPQPA 

CGPHCPWSPATGPFPSSVPALLLQRASGPHLPGSP 

AWTQGCCGLLLVPTEEHAAPPYGFPPPPGPAWPG 

Y 


3956 


A 


821 


385 


SICADRTERVGIFFYIPAGTTDEADVTHP*EGHSYL 

SNHAGIQRSSRP/SHYQGEAVHDNCFTADELQLLT 

YQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHL 

VDKEHDSAEGSHVSGQSNGRDPQALAKAVQIHQ 

DTLRTMYFA 


3957 


A 


4621 


240 


ELISTFKLLLEKKRSEVMKMKKRYEVGLEKLDSA 

SSQVATMQMELEALHPQLKVASKEVDEMMIMIE 

KESVEVAKTEKIVKADETIANEQAMASKAIKDEC 

DADLAGALPIIJESALAALDTLTAQDITVYKSMKSP 

PAGVKLVMEAICILKGIKADKIPDPTGSGKKIEDF 

WGPAKRLLGDMRFLQSLHEYDKDNIPPAYMNIIR 

KNYIPNPDFVPEKIRNASTAAEGLCKWV1AMDSY 

DKVAKIVAPKKIKLAAAEGELKIAMDGLRKKQA 

ALKEVQDKLARLQDTLELNKQKKADLENQVDLC 

SKKLERAEQLIGGLGGEKTRWSHTALELGQLYIM 

LTGDILISSGWAYLGAFTSTYRQNQTKEWTTLCK 

GRDPCSDDCSLMGTLGEAVTIRTWNIAGLPSDSF 

SIDNGIHMNARRWPLMIDPQSQAWKWIKNMEKA 

NSLYV1KLSEPDYVRTLENCIQFGTPVLLENVGEE 

LDPELEPLLLKQTFKQGGSTCIRLGDSTDBYAPDFR 

FYITTKLRNPHYLPETSVKVTLLNFMIT^ 

LLGIWAQERPDLEEEKQALELQGAENKRQLKEIE 

DKILEVLSSSEGNILEDETAIKE.SSSKALANE1SQK 

QEVAEETEKKIDTTRMGYRPIAIHSSILFFSLADLA 

NIEPMYQYSLTWFINLFILSIENSEKSEILAKRLQIL 

KDHFTYSLYVNVCRSLFEKDKLLFSFCLUNLLLH 

ERAINKAEWRFLLTGGIGLDNPYANPCTWLPQKS 

WDEICRLDDLPAFKTIRREFMRLKDGWKKVYDSL 

EPHHEVFPEEWEDKANEFQRMLIIRCLRPDKVIPM 

LQEFIINRLGRAFIEPPPFDLAKAFGDSNCCAPLIFV 

LSPGADPMAALLKFADDQGYGGSKLSSLSLGQGQ 

GPIAMKMLEKAVKEGTWVVLQNCHLATSWMPT 

LEKVCEELSPESTHPDFRMWLTSYPSPNFPVSVLQ 

NGVKMTNEAPKGLRANIIRSYLMDPISDPEFFGSC 

KKPEEFKKLLYGLCFFHALVQERRKFGPLWWNEP 

YEFNETDLRISVQQLHMFLNQYEELPYEALRYMT 

GECNY GGRVTDD WDRRTLRSILNKFFNPELVENS 

DYKFDSSGIYFVPPSGDHKSYIEYTKTLPLTPAPEI 

FGMNANADITKDQSETQLLFDNILLTQSRSAGAG 

AJs.oa.Uil V V IN H V Ao JJJLLLiisXrJrN IN r JJ JilAAMKK I ir F 

TYTQSMNTVLVQEMGRFNKLLKTIRDSCVNIQKA 

DCGLAVMSTDLEEVVSSILNVKIPEMWMGKSYPS 

LKPLG S YVNDFL ARLKFLQQ WYE VGPPP VF WLS G 

FFFTQAFLTGAQQNYARKYTlTn)LLGFDYEVMED 

KEYKHPPEDGWmGLFLDGASWNRKIKKLAESH 

PKILYDTVPVMWLKPCKRADPKRPSYVAPLYKT 
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SEQ 

ID 

NO: 


Method 


Predicted 
beginning 
nucleotide 
location 

corresponding to 
first amino acid 
residue of 
peptide sequence 


Predicted end 
nucleotide 
location 
corresponding 
to last amino 
acid residue 
of peptide 
sequence 


Amino acid sequence (A-Alanine OCysteine, D=Aspartic 
Acid, E=Glutamic Acid, F=PtaenylaIanine, O^GIycine, 
H-Histidine, I=Isoleucine, K=Lysine, L=Leucine, 
M~Methionine, N=Asparagine, P=ProIine, Q=GIutamine, 
R=Arginine, S=Serine, T=Threonine, V^Valine, 
W=Tryptophan, Y=Tyrosine, X^Un known, *«Stop cod on, 
/^possible nucleotide deletion, ^possible nucleotide 
insertion 










kjjzaxxvvJ v Lto x l vj.no i injt v iauyj. a juit osj\^r xvc*n w ivjxv. 
GVALLCQLNS 


3958 


A 


35 


529 


GADMAKSKJOTTTHNQSRKWHRN^ 

SLKGVDPKFLGNMCFTKKHKKKGLKKMQADSA 

BCAVSTCAKAIEALVKPKEVKPKIPKGVSCELN*LA 

YIAYPKFWTCACACIAKGLRLCQPKAKAQDQTK 

AQVQKAQAAAPASVPTQAPKGAQAPTKASG 


3959 


A 


1883 


763 


LL VLLLRTNLLIAS STRISRATLTCSPPG IP VDPRVR 
PRVRSHLVMYLGITTGSLHKAWSGDSSAHLVEEI 
QLFPDPEPVRNLQLAPTQGAVFVGFSGGVWRVPR 
ANCSVYESCVDCVLARDPHCAWDPESRTCCLLSA 
PNL.N S WKQDMiiRONJriJ W AC AoUrMbKSLRPQSR 
PQIIKEVLAVPNSILELPCPHLSALASyYWSHGPAA 
VPEASSTVYNGSLLLIVQDGVGGLYQCWATENGF 
SYPVISYWVDSQDQTLALDPELAGIPREHVKVPLT 
RVSGGAALAAQQSYWPHFVTVTVLFALVLSGALI 
TT VASPT HAT Jl AP CMC VOnrPTT PPHFTCAPT <iPPf>U 

LQSPKECRTSASDVDADNNCLGTEVA 


3960 


A 


1 


481 


SYAAPSLFVKSLYWALAFMAVLLAVSGVVIWLA 
SRAGARCQQCPPGWVLSEEHCYYFSAEAQAWEA 
SQAFCSAYHATLPLLSHTQDFLGRYPVSRHSWVG 
AWRGPQGWHWIDEAPLPPQLLPEDGEDNLDINCG 
ALEEGTLVAANCSTPRPWVCAKGTQ 



TABLE 9 



SEQ ID NO: 


Accession 
Number 


Species 


Description 


Smith 

Waterman 

Score 


% Idenity 


3937 


Y27700 


Homo sapiens 


Human secreted 
protein encoded by 
gene No. 12. 


193 


25 


3938 


AF093097 


Homo sapiens 


putative RNA-binding 
protein Q99 


3881 


84 


3939 


ABO 12308 


Anthocidaris 
crassispina 


B2HC 


4169 


74 


3940 


U10248 


Homo sapiens 


ribosomal protein L29 


787 


95 


3941 


Y99418 


Homo sapiens 


Human PR01317 
(UNQ783) amino acid 
sequence SEQ ED 
NO:277. 


4031 


100 


3942 


AL023516 


Gallus gailus 


B locus C type Lectin 


198 


35 



5 

TABLE 10 



SEQ ED 
NO: 


Accession No. 


Description 


Results* 


3937 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.168e-ll 209- 
224 


3942 


BL00615 


C-type lectin domain proteins. 


BL00615A ]6.68 6.400e-ll 37- 
55 



* Results Include in order: accession number subtype; raw score; p-value; position of signature in amino acid 
sequence 
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TABLE 11 



SEQID 
NO: 


PFAM Name 


Description 


P-Value 


PFAM 
Score 


3938 


Piwi 


Piwi domain 


2.6e-150 


512.7 


3940 


Ribosomal L29e 


Ribosomal L29e protein family 


2.3e-19 


77.8 


3941 


Sema 


Sema domain 


4e-181 


615.1 


3942 


lectin c 


Lectin C-type domain 


0.086 


-7.1 



5 

TABLE 12 



10 



SEQID NO: 


Position of end of 
Signal in Amino Acid 
Sequence 


MaxS (Maximum Score) 


Means (Mean Score) 


3941 


31 


0.985 


0.926 


3942 


21 


0.974 


0.894 


TABLE 13 



SEQID NO: 
offuU length 
nucleotide 
sequence 


SEQID 
NO: of full 
length 
peptide 
sequence 


SEQID NO: 
of contig 
nucleotide 
sequence 


SEQID NO: 
of contig 
peptide 
sequence 


Priority Docket 
number 

corresponding SEQ 9 
ID NO: in priority 
application 


SEQ ID NO: in 
USSN 09/496,914 


3937 


3943 


3949 


3955 


787CIP2G_1 


787 3587 


3938 


3944 


3950 


3956 


787CIP2G 2 


787 3813 


39,39 


3945 


3951 


3957 


787CIP2G 3 


787 4462 


3940 


3946 


3952 


3958 


787CIP2G 4 


787 4887 


3941 


3947 


3953 


3959 


787CIP2G 5 


787 5794 


3942 


3948 


3954 


3960 


787CIP2G 6 


787_8743 



TABLE 14 



TISSUE ORIGIN 


LIBRARY/ 


HYSEQ LIBRARY 


SEQIDNOS: 




RNA SOURCE 


NAME 




adult brain 


GIBCO 


ABD003 


3940 


adult brain 


Clontech 


ABR006 


3940 


adult brain 


Invitrogen 


ABR014 


3940 


cultured preadipocytes 


Strategene 


ADP001 


3937 


adult heart 


GIBCO 


AHR001 


3940 


adult kidney 


GIBCO 


AKD001 


3940 


adult lung 


GIBCO 


ALG001 


3940 


young liver 


GIBCO 


ALV001 


3940 


adult ovary 


Invitrogen 


AOV001 


3938, 3940-3941 


adult spleen 


GIBCO 


ASP001 


3940-3941 


testis 


GIBCO 


ATS001 


3940 


bone marrow 


Clontech 


BMD001 


3938, 3940 


bone marrow 


Clontech 


BMD004 


3940 


adult cervix 


BioChain 


CVX001 


3940 


endothelial cells 


Strategene 


EDT001 


3940 


fetal brain 


Clontech 


FBR006 


3940 


fetal brain 


Invitrogen 


FBT002 


3940-3941 


fetal heart 


Invitrogen 


FHR001 


3940 


fetal kidney 


Clontech 


FKD001 


3940 


fetal kidney 


Clontech 


FKD002 


3940 
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TISSUE ORIGIN 


LIBRARY/ 


HYSEQ LIBRARY 


SEQIDNOS: 


fptal liver-Qnlfipn 


v^UlUXLLUJLa 

T TnivpT<5Ttv 

VC1 OILY 


ttt com 


3037 3G/1A 


fetal liver-arjleen 


fWIivm rvia 
wi uxju uio. 

UniveTsitv 

win. » w ul fcjr 


FT ^009 


3Q3R 3Q41 


fetal liver-spleen 


Columbia 
Universftv 

Will V Wl Y 


FLS003 


3940 


fetal liver 


Clontech 


FLV004 


3940 


fetal skin 


Tnvitroffen 

All Till ugui 


FSK001 


3940-3049 


fetal spleen 


BioChain 


FSP001 


3940 


fetal -brain 




hfrooi 

ilTDwl 


3037 3Q4ft_30A1 


infant Hrafn 

III! QUI. Uk CU11 


Prtliim hi sa 
V^viuillUlcl 

T TtitvptctN/ 


TR9009 


3Q37 3030 30/11 


lenlfftevte 




r r rroo i 


3Q40.3Q41 






t ttpoo3 


3040 3Q41 


melanoma frnm cell line ATPf 
#CRL 1424 




MFT 004 


3Q40 


mammarv aland 


Tnvitroffen 

XXI V lli Ugwli 


MMG001 

1VU.VJLVJ \J\J 1 


3037 3040-304 1 


neuronal cells 

AlvUl VilUI %r\JAMJ 


Strata pen p 


NTTJ001 


3037 3049 

J7J / j J7tZ 


nrostate 


Clontech 


PRT001 


3938 


rectum 


Tn vitro ctpti 


RFP001 


3040 


salivary gland 


Clontech 


SALs03 


3941 


small intestine 


Clontech 


SIN001 


3940 


skeletal muscle 


Clontech 


SKM001 


3940 


spinal cord 


Clontech 


SPC001 


3940 


thymus 


Clontech 


THMc02 


3938 


thyroid gland 


Clontech 


THR001 


3942 


uterus 


Clontech 


UTR001 


3940 
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WHAT IS CLAIMED IS: 

1. An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting of SEQ ED NO:l-984, 1969-2952, 3937-3942 or 3949-3954, a full length protein 
coding portion of SEQ ID NO:l-984, 1969-2952, 3937-3942 or 3949-3954, a mature protein 
coding portion of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, an active domain 
coding portion of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, and complementary 
sequences thereof. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein said 
polynucleotide hybridizes to the polynucleotide of claim 1 under stringent hybridization 
conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, wherein said 
polynucleotide has greater than about 90% sequence identity with the polynucleotide of claim 1. 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1 . 

7. An expression vector comprising the polynucleotide of claim 1 . 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1 . 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 operatively 
associated with a regulatory sequence that modulates expression of the polynucleotide in the host 
cell. 

1 0. An isolated polypeptide, wherein the polypeptide is selected from the group consisting of: 

(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; and 

(b) a polypeptide encoded by a polynucleotide hybridizing under stringent conditions 
with any one of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954. 
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11. A composition comprising the polypeptide of claim 1 0 and a carrier. 



12. An antibody directed against the polypeptide of claim 10. 

13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a complex 
with the polynucleotide of claim 1 for a period sufficient to form the complex; and 

b) detecting the complex, so that if a complex is detected, the polynucleotide 
of claim 1 is detected. 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample under stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the polynucleotide of 

claim 1; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 

sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the method 
further comprises reverse transcribing an annealed RNA molecule into a cDNA polynucleotide. 

16. A method for detecting the polypeptide of claim 1 0 in a sample, comprising: 

a) , contacting the sample with a compound that binds to and forms a complex 
with the polypeptide under conditions and for a period sufficient to form the complex; and 

b) detecting formation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 10 is detected. 

17. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 

a) contacting the compound with the polypeptide of claim 10 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex is 
detected, a compound that binds to the polypeptide of claim 10 is identified. 
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18. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 

a) contacting the compound with the polypeptide of claim 10, in a cell, under 
conditions sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, so 
that if the polypeptide/compound complex is detected, a compound that binds to the polypeptide 
of claim 10 is identified. 

19. A method of producing the polypeptide of claim 10, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected frornm 
the group consisting of SEQ ED NO: 1-984/ 1969-2952, 3937-3942 or 3949-3954, a mature 
protein coding portion of SEQ ED NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, an active 
domain coding portion of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, 
complementary sequences thereof and a polynucleotide sequence hybridizing under stringent 
conditions to SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954, under conditions 
sufficient to express the polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of any one of the polypeptides SEQ ID NO: 985-1968, 2953-3936, 3943-3948 or 
3955-3960, the mature protein portion thereof, or the active domain thereof. 

21 . The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide array. 

22. A collection of polynucleotides, wherein the collection comprising the sequence 
information of at least one of SEQ ID NO: 1-984, 1969-2952, 3937-3942 or 3949-3954. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid array. 

24. The collection of claim 23, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 

25. The collection of claim 23, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. 
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26. The collection of claim 22, wherein the collection is provided in a computer-readable 
format 

211 A method of treatment comprising administering to a mammalian subject in need thereof 
a therapeutic amount of a composition comprising a polypeptide of claim 10 or 20 and a 
pharmaceutically acceptable carrier. 

28. A method of treatment comprising administering to a mammalian subject in need thereof 
a therapeutic amount of a composition comprising an antibody that specifically binds to a 
polypeptide of claim 1 0 or 20 and a pharmaceutically acceptable carrier. 
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